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Introduction

OO

The development of microarray technology means that researchers can now perform
more experiments and collect more data from each experiment than ever before.
Researchers need to analyze and organize this mass of data, which presents new
challenges for the researchers and the software they use.

GCC provides flexible and powerful tools for:

¢ Entering and organizing information about the sample and GeneChip probe
arrays.

e Controlling the instruments used to process probe arrays and collect the intensity
data.

e Tracking the progress of an array through the array processing workflow.
¢ Working seamlessly with other tools for downstream analysis.
There are several GCC configurations:
e GCC and GeneChip Scanner 3000 system (GCS3000 and FS450)
¢ GCC and GeneTitan™ system
¢ GeneTitan Multi-Channel (MC) Instrument
e GCC Only

¢ GCC and GeneTitan Scanner system
— GeneTitan Scanner Instrument

New features in v7.0

¢ The About Box now displays the detected camera.

Customer support

Visit thermofisher.com/support for the latest in service and support, including:
¢ Worldwide contact telephone numbers

¢ Product support, including:
— Product FAQs

— Software, patches, and updates
¢ Order and web support
¢ Product documentation, including:
— User guides, manuals, and protocols

GeneChip™ Command Console™ (GCC) User Guide 14
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Getting started

GCC provides tools that enable you to process arrays, extract the intensity data for
use by the probe level analysis software, and organize the resulting sets of data files.

You can use GCC to process:
e Cartridge Arrays
¢ Array plates for the GeneTitan MC instrument

See "Different array types" on page 16 for more information about the differences in
the arrays.

IMPORTANT! Before running GCC for a particular GeneChip Array, you must have the library files
for that array type installed on your computer.

To fully use the capabilities of GCC, you need to understand:
e The components of the software
e The array processing workflow that the GCC components perform
¢ The types of files that GCC produces and uses

¢ The structures and tools that GCC uses to organize the resulting data
This chapter describes the above concepts in:

e "GCC components" on page 18

e "Array processing workflow" on page 23
¢ "File types in GCC" on page 28

e "Organizing data" on page 32

GeneChip™ Command Console™ (GCC) User Guide 15
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Different array types

The GCC software may be used to process both cartridge arrays and array plates for
the GeneTitan MC instrument.

2254

Figure 1 384-format, 96-format, and 24-format array plates and Cartridge array

An array cartridge contains a single array, which is processed on its own through
washing and staining and scanning by using the GCC Fluidics Control and GCC Scan
Control with the FS-450 Fluidics Station and the GCS3000 scanner. Hybridization is
performed using instruments that are not controlled by the GCC software. The array
cartridge is identified by a bar code that can be scanned and used to track the array
workflow.

Multiple arrays can be scanned sequentially if you use the GCS 3000 AutoLoader.

A 384 or Mini-96 format array plate can be used on the GeneTitan MC instrument. A
96-format array plate may contain 16, 24, or 96 arrays.

All the arrays on the plate are processed from hybridization to scanning using the
GeneTitan MC instrument and the GCC GeneTitan Control software. This enables
increased automation and consistency in processing when dealing with large
numbers of samples

GeneChip™ Command Console™ (GCC) User Guide 16
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Figure 2 Arrangement of arrays on an Array Plate for the GTMC instrument
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The array plate has a barcode for tracking. Each individual array on the plate is
identified by its row and column. For example, the circled array in the figure below is
array DO5.
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GCC components

The features and functions of GCC vary depending upon which instrument or
instruments it is being used with.

GCC is comprised of the following components:

e GCC Portal: software for sample registration, data organization, and tracking the
array processing workflow. GCC Portal uses a web interface for user access.

e Other GCC components are installed on your computer and run behind the
scenes on your computer. These include the Indexer, a service that tracks the
relationships of files in the GCC data roots. The information is used to keep track
of the GCC files, for example, in the Folders and Projects views. The services
typically run behind the scenes without user control, but you may need to change
their configuration in some circumstances. See "GCC services" on page 35 for
more information.

¢ GCC Fluidics Control and GCC Scan Control for processing cartridge arrays:
— GCC Fluidics Control: Software for running the Fluidics Station 450.
— GCC Scan Control: Software for the GeneChip Scanner 3000 (GCS 3000) and
GCS 3000 with AutoLoader (AutoLoader).
¢ GCC GeneTitan Control and GCC GeneTitan Scanner for processing array
plates:

— GCC GeneTitan Control software for running the GeneTitan Multi-Channel
(MC) instrument.

— GCC GeneTitan Scanner for running the GeneTitan Scanner instrument.

IMPORTANT! A system used as a GeneTitan workstation requires a user account with specific
privilege settings. In addition, some of the other features of Windows 10 Enterprise 2016 LTSB
must be set up in particular ways or disabled to avoid causing problems when running GeneTitan
IC software.

Your system has been set up for use with GeneTitan with the user account AFFXUser. This account
has these privileges and features already set up.

¢ GCC Viewer: Software for viewing image data and workflow status and
performing manual gridding.

These tools are used to install necessary files or manage other GCC functions:

— Library File Importer

Fluidics Script Importer
GeneTitan Library File Installer
Data Upload Scheduler

Email Configuration Editor
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Required Operating System GCS3000/FS450 | GeneTitan MC | GeneTitan Analysis Only
Instrument Instrument Scanner Workstation
Windows® 10 Enterprise 2016 LTSB Yes Yes Yes Yes

The following prerequisites must be met:

The necessary GCC components are installed.

The proper Data Root is set up and selected.

See "Adding a data root" on page 76.

Libraries are installed for the probe array types you want to process.

The correct fluidics scripts are installed for the probe array types you want to
process.

See "Installing protocols" on page 172.

If using remote network data storage or linked instrument control systems, you
need to perform additional configuration.

See Appendix A, "Networking" on page 338.

Note: GeneChip Command Console (GCC) software has been validated for use
with your Operating System’s built-in Windows Defender anti-virus software.
Using other anti-virus software is not recommended, as it may cause
incompatibility issues.

Starting the GCC launcher

IMPORTANT! GCC Launcher menu options vary, as they are based on the type of GCC software
that was installed.

Click Start —-Thermo Fisher Scientific — GCC Launcher or double-click on
the GCC Launcher shortcut on the desktop.

The appropriate Launcher appears:

"GeneTitan MC" on page 20
"GCS3000 with fluidics" on page 21
"Analysis only" on page 22

GeneChip™ Command Console™ (GCC) User Guide 19
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Figure 3 GCC Launcher menu -
GeneTitan MC
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@Then'nc- Fisher Cloud Administration

H-: |GeneTrtan Library File Installer

@ Email Corfiguration File Editor
@GCC Data Uploader

Rescurces

@ themmefisher.com
@ Support at thermofisher com
@ MetAffc

GCC Software Portal

Command Console

GCC Software Portal (See "GCC portal home page" on page 48)

Command Console Viewer (See Chapter 9, "Using the GCC viewer" on

page 267)

Gene Titan Instrument Control (See Chapter 8, "Controlling the instruments”
on page 223)

Tools

Thermo Fisher Cloud Administration (See "Monitoring an instrument remotely
on page 36)

GeneTitan Library File Installer (See Appendix D, "Installing library files and
scripts" on page 360)

Email Configuration Editor (See Appendix E, "Notification e-mails" on

page 367)

GCC Data Uploader (See "Scheduling auto-uploads" on page 96)

Resources
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thermofisher.com (Home page)
Support at thermofisher.com (Services and support page)
NetAffx (Home page)
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Figure 4 GCC Launcher menu -
GCS3000 with fluidics
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Command Console

GCC Software Portal (See "GCC portal home page" on page 48)
Fluidics Control (See Chapter 6, "Controlling the fluidics station" on page 150.
Scan control (See Chapter 7, "Scanning cartridge arrays" on page 179)

Viewer (For more information, see Chapter 9, "Using the GCC viewer" on
page 267)

Tools

Library File Importer (See Appendix D, "Installing library files and scripts" on
page 360)

Fluidics Script Installer (See "Installing protocols" on page 172)

Log Collector (See "Collecting GCS3000/FS450 log files" on page 371)
Reconnector (See Appendix H, "Reconnector" on page 375)

GeneTitan Library File Installer (See Appendix D, "Installing library files and
scripts" on page 360.)
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¢ Email Configuration Editor (See Appendix E, "Notification e-mails" on
page 367.)

e Data Uploader (See "Scheduling auto-uploads" on page 96)

Resources
¢ thermofisher.com (home page)
e Support at thermofisher.com (services and support page)
¢ NetAffx (home page)

Analysis only

Figure 5 GCC Launcher menu -
Analysis only

Bl GCC Launcher - x

Command Console

Di GCC Software Portal

@,l\ Command Console Viewer

H-: |GeneT'rtan Library File Installer

@GCC Data Uploader

Resources

@ themofisher.com

Command Console
e GCC Software Portal (See "GCC portal home page" on page 48)

¢ Command Console Viewer (For more information, see Chapter 9, "Using the
GCC viewer" on page 267)

Tools
e Library File Importer (See Appendix D, "Installing library files and scripts" on
page 360)
¢ Reconnector (See Appendix H, "Reconnector" on page 375)

¢ GenetTitan Library File Installer (See Appendix D, "Installing library files and
scripts" on page 360.)

e Data Uploader (See "Scheduling auto-uploads" on page 96)
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Resources
¢ thermofisher.com (home page)
e Support at thermofisher.com (services and support page)
¢ NetAffx (home page)

Array processing workflow

GCC is used to process the arrays used in your experiment. While GCC provides
several options and alternatives for processing arrays, the recommended workflows
for cartridge arrays (Figure 6) and for array plates (Figure 7) enable you to include data
about the sample and experiment and to easily track the processing steps for the
cartridge array or array plate.

Figure 6 Processing cartridge arrays with GCC

GCC Cartridge Array
Processing Workflow Steps Step performed using:
Register Sample(s) and Assign ol Gcc Portal
Arrays in Sample (ARR) files

l

| Hybridize Array and Sample |

|
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Scan Probe Array and + GCC Scan Control and:
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Cartridge Arrays

GCC Fluidics Control and
Wy Fluidics Station 450

Save Image Data in DAT files ® GeneChip Scanner 3000 (GCS3000)
e GCS3000 With Autoloader

Review grid alignment and perform E| GCC Viewer
manual gridding if necessary i W

|

Analyze Cell Intensity Data and Thermo Fisher Scientific and/or
Generate Analysis Data in CHP files Third Party Data Analysis Software

In the recommended array processing workflow for cartridge arrays, you create a
sample file as the first step, assigning sample attributes and a physical array or arrays
to the sample. You then:

e Hybridize the array and sample (step not controlled using GCC)

¢ Wash and stain the array(s)

¢ Scan the array(s) to create Image data (DAT) files.
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After that, GCC aligns a grid on the DAT files and computes the Cell Intensity data
(CEL) file.

Figure 7 Array Plate Processing Workflow in the GeneTitan MC system

GeneTitan Array Plate Step performed using:
Processing Workflow Steps

Register Sample(s) and Assign O i GCC Portal
Arrays in Sample (ARR) files

l

Hybridize Array Plate
and Sample

l

Perform Fluidics on W= | | Gcc GeneTitan Mc Control
array plate

l

Image arrays on array plate and
Save Image Data in DAT files

i S

Review grid alignment and perform El GCC Viewer
manual gridding if necessary 2

Thermo Fisher Scientific

Analyze Cell Intensity Data and and/or Third Party
Generate Analysis Data in CHP files DataAnalysis Software

In the recommended array processing workflow for Array Plates, you create sample
files for all the arrays on the array plate as the first step. The Hybridization, Fluidics,
and Imaging of the array plates are completed using the GeneTitan MC instrument.
After that, GCC aligns a grid on the DAT files and computes the Cell Intensity data
(CEL) file.

The CEL data generated in the GCC software from array plate data or cartridge data
can be used by other software packages for data analysis.

The workflow steps are described in more detail in the following sections:

"Registering samples and arrays" on page 25
"Hybridizing arrays and samples" on page 26
"Washing and staining the arrays" on page 26
"Running scanners" on page 27

"Tracking gridding and CEL file generation" on page 27

The GCC Sample and data files that are created during the workflow are described in
more detail in "File types in GCC" on page 28.
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In GCC, the Sampile file is the beginning of the data chain for a given experiment. The
sample information is stored in a Sample file with an ARR extension. The arrays used
in analysis and data files produced by analysis are linked to this Sample File.

The information about the sample(s) and experiment(s) are collected as attributes.
These attributes can then be used to locate particular Sample files in filtering and
search operations.

The links between the sample and data files and the GCC tools used to generate the
sample files are described in more detail below:

e "Template and user attributes" on page 25

e "Sample registration options" on page 25

There are two types of sample attributes in GCC:

e Template Attributes
e User Attributes

Template attributes
A template in GCC is a list of attributes that can be assigned to a Sample file. When
you create a template, you can specify:

e The attributes included in the template.

e The data type for each attribute.

e Whether the attribute is required.

e Value options for a controlled data attribute.

After you have created a template you can assign the template to a new Sample file
during Batch Registration (for cartridge arrays). This automatically adds all the
attributes in the template to the Sample file. You can then enter values for each
attribute. This enables you to standardize the attributes that are assigned to samples.

The template functions are described in "Working with templates" on page 328.

User attributes
User attributes are created dynamically during the registration of a sample and array.
This enables you to create a quick note for a particular sample file.

User attributes are not listed in a template; they have usually been added to a specific
sample file. They can be used in filtering and search operations, just like the template
attributes.

Sample registration options
GCC provides multiple ways to create Sample files. To select the best one for your
operation, evaluate:

¢ Whether you are creating sample files for cartridge arrays or array plates.

e The number of arrays you are going to be processing.

¢ Whether you want to enter sample attributes during registration.

¢ Whether you want to enter attributes at a later time.

¢ Whether you are creating sample files for samples that were processed in a 96-
well sample prep plate.
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For example:

e Batch Registration enables you to create a group of Sample files for cartridge
arrays; you can assign attributes to each Sample file, along with one or more
arrays.

e Detailed Registration creates a single Sample file for a cartridge array; you can
assign attributes and one or more arrays to the sample file.

¢ Quick Registration creates multiple sample files for cartridge arrays, each with a
single array and no attributes (attributes can be entered later).

e Sample Prep Plate Registration creates sample files for cartridge arrays for
samples in up to two 96-well plates.

¢ Array Plate Registration creates the sample files for the arrays on an Array Plate
for the GeneTitan MC System.

e Editing functions correct problems or add attributes to previously created sample
files.
The Sample registration options are described in Chapter 5, "Creating and editing
sample (ARR) files" on page 101.

In addition, the Drop and Scan feature enables you to create a sample file for an array
when the array is scanned. Drop and Scan is available for:

e (Cartridge arrays (see "Drop and scan" on page 206)

e Array Plates (see "Drop and scan with array plates" on page 260)

For GeneChip cartridge arrays, hybridization is not controlled using the GCC software.

For Array Plates, the hybridization is controlled using the GCC GeneTitan MC Control
software (see Chapter 8, "Controlling the instruments" on page 223).

Different instrumentation and instrument control software used to process Cartridge
Arrays and Array Plates.

Cartridge arrays

The Fluidics Station 450 (FS450) is used to hybridize, wash, and stain the GeneChip
arrays (called arrays in this manual). The FS450 can independently process an array
using a different fluidics protocol in each of four different modules.

The GCC Fluidics Control software is used to control the FS450. A workstation with
GCC Fluidics Control software and a Sealevel card installed can control up to eight
different fluidics stations. The software and its uses are described in Chapter 6,
"Controlling the fluidics station" on page 150.

Array plates

The arrays on the Array Plate are washed and stained using the GeneTitan MC
instrument, controlled using the GCC GeneTitan Control software. The software and
its use are described in Chapter 8, "Controlling the instruments" on page 223.
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Different IC software and instrumentation are used to scan:

e Cartridge Arrays
e Expression Array Plates
¢ Genotyping Array Plates

Cartridge arrays
The array is scanned after hybridization, washing, and staining, using one of the
following scanners:

e GeneChip Scanner 3000 (GCS3000) (scans one chip only)

e GCS3000 with Autoloader (load up to 48 chips for scanning without operator
attention)

The GCC Scan Control Software is used to control the scanner. The software and its
use are described in Chapter 7, "Scanning cartridge arrays" on page 179.

Expression array plates
The arrays on the array plate are scanned using the GeneTitan MC instrument,
controlled by the GCC GeneTitan Control software.

The software and its uses are described in Chapter 8, "Controlling the instruments" on
page 223.

There are some differences in how the arrays from array plates are scanned and the
data is managed, as described on "GeneTitan array plates" on page 271).

Genotyping array plates
The arrays on the genotyping array plates are scanned using the GeneTitan MC
Instrument, controlled by the GCC GeneTitan Control software.

The software and its uses are described in Chapter 8, "Controlling the instruments" on
page 223.

There are some differences in how the arrays from array plates are scanned and the
data is managed, as described on "GeneTitan array plates" on page 271).

After the array has been scanned, GCC:

¢ Aligns a grid on the Image (DAT) file to identify the probe cells.
e Computes the probe cell intensity data for the array and creates a CEL file.
e Generates JPG and RPT files.

The GCC Viewer enables you to track the progress of this step in the workflow and
manually correct gridding problems, if necessary. The Viewer and its uses are
described in Chapter 9, "Using the GCC viewer" on page 267.
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Different types of information are collected by GCC in different types of files:

Information about the sample and experiment are collected in Sample files (see
"Sample files", below)

Probe array data generated during scanning and processing are collected in Data
files of various types (see "Tracking files with GUIDs" on page 29).

Audit and Log files contain information about array processing and other
processes (see "Other file types" on page 31)

Globally Unique Identifiers (GUIDs) are used to track the relationships between
Sample files, physical arrays, and Data Files (see "Tracking files with GUIDs" on page

29)

The Sample (ARR) file (Figure 8) collects two types of information:

Sample Attributes: information that you can use to interpret the experimental
data. It can include information about the sample itself, the experimental
conditions, or other information you may find useful.

You can use the attributes to search for particular files; some attributes can be
used by the probe level analysis software during analysis. You can use templates
to manage the attributes used for a particular experiment (see "Template and
user attributes" on page 25 for more information).

Array Information: Information about the array(s) used with the sample. More than
one array can be associated with the sample. This is useful for tracking replicates;
in addition, it can be used to simplify tracking data for multi-chip arrays.

Each array is assigned an array name during registration. The array name is used
to identify the DAT, CEL, and CHP data files that are generated during analysis.
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Figure 8 Sample File with associated arrays and data files

Array name: FirstArray
ﬂ (used forDAT, CEL, and CHP files)

| sample File (Sample.ARR)
With Sample Attributes

Array name: SecondArray
ﬂ (used forDAT, CEL, and CHP files)

% DAT File (FirstArray.DAT)

_

ﬁ CEL File (FirstArray.CEL)

% DAT File (SecondArray.DAT)

ﬂ CEL File (SecondArray.CEL)

CHP File (SecondArray.CHP)

CHP File (FirstArray.CHP)

Tracking files with
GUIDs

A GUID, or Globally Unique Identifier, is assigned to each file for tracking (Figure 9).
GUIDs are numbers generated to track a file that are unique to that file.

Figure 9 GUIDs in Sample and Data Files

H Sample (ARR) File

File Name: Sample1.ARR
Sample1 ARR File GUID

=]

Array Name: Sample1Array1
Sample1Array1 Array GUID

% Image (DAT) File(s)

=]

Array Name: Sample1Array2

File Name: Sample1Array1.DAT
Sample1Array1 DAT File GUID

ﬂ Intensity (CEL) File(s)

Probe Intensity (CHP) File(s)

Sample1Array1 Array GUID

File Name: Sample1Array2.DAT

File Name: Sample1Array1.CEL

Sample1Array1 CEL File GUID

File Name: Sample1Array1.CHP
Sample1Array1 CHP File GUID
Sample1Array1 CEL File GUID

Sample1Array1 DAT File GUID
Sample1Array1 Array GUID

Sample1Array1 DAT File GUID
Sample1Array1 Array GUID

Sample1Array2 DAT File GUID

Sample1Array2 Array GUID

Sample1Array2 Array GUID

> Sample1Array2 Array GUID

File Name: Sample1Array2.CEL
Sample1Array2 CEL File GUID

Sample1Array2 DAT File GUID

File Name: Sample1Array2.CHP
Sample1Array2 CHP File GUID
Sample1Array2 CEL File GUID
Sample1Array2 DAT File GUID
Sample1Array2 Array GUID
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During Sample registration the Sample file is assigned a Sample File GUID. In addition,
an Array GUID is provided for every array name entered.

Every data file (DAT, CEL, and CHP) generated for an array will contain the Array GUID
for the array, as well as the GUIDs for each of its parent data files.

The GUIDs enable you to trace the lineage of any data file independent of the file
name.

Data files
A set of data files is produced for each array in the Sampile file. (Figure 9)
The data files include:

¢ "Image (DAT) file"

¢ ‘"Intensity (CEL) data files" on page 30

¢ "Probe analysis (CHP) Files" on page 30

Each file is assigned a GUID, or Globally Unique Identifier, to be used in tracking the
relationships between Sampile files, physical arrays, and data files. See "Tracking files
with GUIDs" on page 29 for more information.

Image (DAT) file

The DAT file contains pixel intensity values collected from the scanner, along with the
gridding information used during feature extraction.

When a DAT file is regridded, the underlying data used by previously generated CEL
files is changed. A new GUID is assigned to the regridded DAT file, breaking the link
to any previously generated CEL files. The CEL files are linked with the array via array
GUIDs, but not to the regridded DAT file. CEL files generated after regridding are
linked to the new DAT file via the DAT file GUID and to the array by the array GUID.

Intensity (CEL) data files

The CEL file stores the results of the intensity calculations on the pixel values of the
DAT file. This includes an intensity value, standard deviation of the intensity, the
number of pixels used to calculate the intensity value, a flag to indicate an outlier as
calculated by the algorithm and a user defined flag indicating the feature should be
excluded from future analysis. This data is used by the CHP writer software to extract
the actual data of interest.

JPG files

JPEG files are a copy of the DAT file in a standard image file format; they provide an
image file with a reduced file size for QC inspection, archiving, and publication.

Probe analysis (CHP) Files

These files, which have file extensions ending in CHP, contain the probe analysis data
for the array. They are produced by the Analysis Application software and contain the
actual data of interest (SNP calls, expression data, etc., depending upon the array

type).
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Other file types Audit and Log files track the tasks performed by different software components.

Audit files

An Audit file is an XML file that tracks the processing of each physical array processed
by GCC. An Audit file is produced for each physical array and tracks all the processing
steps that were performed on the array, including multiple scannings and regridding.

The audit file has the same root name as the physical array.

See "Viewing audit files" on page 65.

Log files

Log files are produced by different GCC components. The logs provide a record of the
tasks performed by different components, such as the migration tools and the
installer.

These log files may provide useful information for troubleshooting problems.

See Appendix F, "Log files generated by GCC" on page 369 for more information.
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Organizing data
To use GCC, you need to understand the structures and tools the software provides
for organizing your data during and after generation.
This section describes:

"Folders" on page 32

"Projects" on page 34

"Data organization tools in GCC" on page 35
"GCC network functionality" on page 35

Folders GCC uses the Windows file folders on your hard drive to organize your data.

Note: A folder must be designated as an GCC data root, or must be a sub-folder of a
designated GCC data root, for the files in that folder to be tracked by GCC (Figure 10).

Figure 10 Organization of files in GCC

|_1 Windows®File Folder (not associated with GCC)

C:\Command_Console\Data Root 1 (on user’'s computer)

Di Sample File X

] Subfolder 1 [Project A]
Di Sample File A1
Di Sample File A2

|__| SubFolder 2 (not associated with project)

Eli Sample File F1

C:\Command_Console\Data Root 2 (on user’s computer)
b Subfolder 1 [Project C]

Eli Sample File C1

\sharename‘share\Network Data Root (on network storage)
T Subfolder 1 [Project D]

Eﬁ Sample File D1

Windows file folders

These are folders that are on your hard drive, but have not been assigned to a GCC
Data Root, either directly or by a parent/child relationship.

These file folders are not searched by the Indexer and the files in them are not
displayed in the GCC Portal. You can copy GCC files to a system folder using different
GCC Portal functions, which is useful for sharing data with other users.
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Data roots and sub-folders

A Data Root is a folder that has been specified for Command Console data. Data roots
are searched by the Indexer and the files in them are listed in the GCC Portal.

Note: On instrument control workstations, the default data root has to be on the local
drive and cannot be a USB or an external network drive.

A default data root is created when the software is installed. You can assign other
folders as data roots, too. A data root can be on the computer running GCC, or on a
network data storage computer connected with a Windows network.

A data root on a local drive is indicated as a local drive path:
C:\Command Console\Data for example.

Data roots on networked computers are specified using Universal Naming Convention
(UNC) paths as \\server\share\filepath.

A sub-folder is a child folder created within a data root. The sub-folder and its files are
also searched by the indexer and listed in the GCC Portal.

For information about setting the data root, see "Managing data roots" on page 75.

For information about using a data root on a different computer on a Windows
network, see Appendix A, "Networking" on page 338.

The data roots and sub-folders and their contents are displayed in the Folder view (see
"Folder view" on page 50).

File and folder security

You can use the Windows Sharing and Security settings to control access to your data
when using network functionality. GCC supports setting permissions at the folder
level, not the file level, even though the Windows settings can be set at the file level.
You can change the settings for Sharing, permissions, and security for a selected file,
but you need to be very careful about setting permissions when using GCC; you could
lock yourself out of your own data or deny access to other people if the permissions
are set incorrectly. Work with your IT department for help in setting the

ermissions.

For more information, see Appendix B, "Windows sharing and security issues" on
page 348.

Default folders
A Default folder is a data root or sub-folder that has been set as a destination folder
for files produced when certain operations are performed:

e Sample and data files produced when performing Drop and Scan.

e Data files for an array that is registered to a Sample file located on network data
storage.

For more information, see:

¢ "Specifying a default folder" on page 90

e "Drop and scan" on page 206

¢ "Drop and scan with array plates" on page 260

e "GCC network functionality" on page 35

e "The Status window (Figure 211) displays the following information:" on page 182
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PI’OjeCtS A project is a label assigned to a Data Root or sub-folder; the project label can be used
to organize Sample and data files. If you assign a project name to a Data Root or sub-
folder, all the Sample and data files in that folder are assigned that project name. Any
child sub-folders of that project folder are assigned the project name, as well.

Figure 11 Projects and folders in a data root

EI--E&"-,X.cu:urn"-,ghares"-,SantaClara"\F'ersnnaI"-,rallsu"\Cn

=- Cancer [DF Holrmes]

CancerZ [Cr Holmes, Cancer 2]
I':'I--ﬂj'::"-,Cu:urnrnand_Cu:unsnle"-.Data

Projects have the following characteristics:

e Any Data Root or sub-folder can be a project.

All sub-folders in a project folder are automatically a part of that project.
One folder can be a member of more than one project.

e Folders in different locations can be in the same project.

After assigning a project name to a data root or sub-folder, any Sample file placed in
that data root or sub-folder is assigned to the project. You can then use the project
label to:

¢ Display file lists grouped by project
e Search on data limited to a project

¢ Create a spreadsheet listing the Sample (ARR) files assigned to the project with
their attributes. The list can be reviewed as a summary of the project information
or used to edit the Sample (ARR) file content using Batch Edit.

You can also assign a sample file to a project during its creation. This places the
Sample File and the associated data files in the folder assigned to the project name.

You can move files between projects using Windows Explorer.

For more information, see "Using projects to organize data" on page 78.

GeneChip™ Command Console™ (GCC) User Guide 34



Data organization
tools in GCC

GCC network
functionality

Chapter 2 Getting started [&
Organizing data

)]
o8
5l

J

o,
N
LR
=

The data organization tools in GCC enable you to:

e View the files in data roots and folders
e Create and manage projects

¢ Search for files of interest by various attributes, including sample attributes
entered during registration.

¢ Add and remove Data Roots
¢ Upload data to a data root
Note: To perform data management functions, you must use Windows Explorer.

See Chapter 4, "Portal and data organization" on page 47 for more information on the
data organization tools.

GCC services
The following GCC Services run (in the background) on your computer:

The following GCC Services run (in the background) on your computer:

e GCCAuditLogger
¢ GCCiIndexer.

e GCCTaskManager
¢ GCCWebServer

e GCC WorkflowBroadcastService: This service enables the instrument to notify
analysis applications that data is available for analysis.

e GCC DeeplLaserService: This service enables the instrument to send
notifications and upload data to the Thermo Fisher Scientific Cloud.

Note: If using network functionality, you may need to change the configuration of
these services. See "Configuring GCC services" on page 344.

Displaying GCC WebServer status

For GCC, the GCC WebServer enables the display of the GCC Portal pages; it must
be running to use GCC Portal. By default, it starts when the computer boots up.

Normal operation is indicated by an icon in the right side of the Taskbar (Figure 12).

Figure 12 GCCWebServer Icon in status area of
Taskbar

o 4

When GCC is installed on a system, then connected to a Windows network, it provides
additional functionality with options for running the array processing workflow and
organizing data. These functions include:

¢ Consolidating the data from multiple GCC workstations on network data storage.

e Performing different parts of the workflow for an array on different workstations
while consolidating the data on a single workstation.

You may need to change the settings for some GCC Services to use the network
functionality. See Appendix A, "Networking" on page 338 for more information.
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Monitoring an instrument
remotely
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Creating a cloud account

Before you can access and monitor an instrument remotely, you must first create a
Thermo Fisher Cloud account.

Note: The Cloud account option is ONLY available on the GeneTtian GCC Launcher.

1. Double-click on the GCC Launcher Desktop shortcut [

The Launcher window appears.

GGG

Launcher

2. Double-click Thermo Fisher Cloud Administration.
The Cloud Administration window appears. (Figure 13)

IMPORTANT! Before signing up: a) You must have an active Internet connection. b) The Enable
Thermo Fisher Cloud Connectivity check box must be checked, as shown in Figure 13.

Figure 13 Thermo Fisher Cloud Administration

appliedbiosystems Thermo Fisher Cloud Administration

[lEenable Thermo Fisher Cloud Connectivity

Add User
If you do not have a Thermo Fisher Scientific account or forgot your password: CLICK HERE

Connected Users

User Name

Delete User

Generate Log Files

MNumber of Days

Select Days ~ Upload Logs
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3. Click CLICK HERE, as shown in Figure 13.
The Thermo Fisher Connect web page appears.
4. Click SIGN UP NOW.
A registration page appears.
5. Complete all fields, then click Create account.

After a few moments, you will receive an email confirming you have been
successfully added to the Thermo Fisher Cloud.

Adding users

IMPORTANT! You cannot add a user(s) while the instrument/scanner is running.

1. Click Add User.

The Add user window appears with an auto-generated QR code graphic and
code, as shown in Figure 14.

Figure 14 Add user

appliedbiosystermns Thermo Fisher Cloud Administration

Enable Thermo Fisher Cloud Connectivity

fll Scan the auto-generated QR code graphic using the "Instrument Connect” Mobile App from Thermo Fisher Scientific,
Mon-smart phone users:

1. Go to: apps.thermofisher.com fapps Ac#/

2. Click on the Add an Instrument button.

3. From the Add an instrument drop-down menu, select GeneTitan, then click Mext.
4, Enter the generated QR code, then click Send.

O

O
2
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Connecting to an instrument remotely

Smart phone
(Android OS 5.0+
and iOS 9.0+ only)

Non-smart phone
users

Go to your smart phone’s application store and download Instrument Connect.

. Install the app as you normally would, then follow the registration and/or sign in

instructions.

. Use the Instrument Connect app to scan the auto-generated QR code graphic.

Go to: apps.thermofisher.com/apps/ic/#/
The Instrument Connect page appears.

. Click the Add an Instrument button (upper right).

The Add an instrument window appears.

. Click the drop-down menu, select GeneTitan, then click Next.

After a few moments, you will receive an email confirming your instrument has
been successfully added to your Thermo Fisher Cloud account.

. Open the email and confirm its content coincides with the specific instrument you

wanted to connect to, then click on the Thermo Fisher Instrument Connect
hyper-link.

Your browser opens to a Thermo Fisher Scientific/Returning Customer web
page.

. Enter your User Name and Password, then click Sign In.

A Thermo Fisher Cloud Terms of Use window appears.

. Review and acknowledge the terms, then click Accept.

The Instrument Connect web page appears (Figure 15) and you are now remotely
connected to the instrument.

v >

Instruments

Figure 15 Instrument Connect web page

Powered by Thermo Fisher Cloud (&%

@ Moreinfo i Disconnect 9 Make favorite

~ D0100120-E0100370

Running Idle dle

32712018 1:01 PM

The Instrument Connect page features the Instrument’s custom tile (Figure 15)
that displays the current operational status of the instrument.

— Idle - Instrument is on standby and ready for use

— Running - Instrument is in use.

— Unknown - Instrument has stood idle for more than 24 hours.
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Managing users If you are the Administrator or the first to log into the instrument, the Manage users
(optional) link (Figure 15) is enabled (shown in blue).

1. Click on Manage users.
The Manage users window appears. (Figure 16)

Figure 16 Manage users window

Manage users/admins for Mar7

1. To add a user, go to the instrument and add the user there.

2. Admins can remove other users and there must be one admin per instrument.

User Admin Remove user

Peter v (]

— To add a user, return to the Thermo Fisher Cloud Administration window.
(Figure 13 on page 36)

— Toremove a user, click to highlight the user you want to remove, then click on
the trash can icon.

— Click Close to close the window.
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Viewing the 1. Double-click on the Instrument’s custom tile.

instrument statusin
detail

The details page appears. (Figure 17)
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Figure 17 Instrument Connect web page

‘GeneTitan MC

« GeneTitan

Position 1

Idle

Idle

Errors - Today Errors - Past Week

Powered by Thermo Fisher Cloud &

Position 2 550034111111?1111111}1

Idle

Remaining lamp
397 hours.

The details page displays:

¢ While the instrument is running, plate position information and ending time for a
plate to finish its step is displayed.

¢ Remaining lamp life hours.

e Error log window tabs. Any reported errors for the current day and/or past week
are retained inside these window tabs for your review.
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Error logs
If needed, you can send instrument error logs to your support representative using
your Thermo Fisher Cloud account or by emailing a zip file of your log files.
Using your cloud 1. Double-click on the GCC Launcher Desktop shortcut [l
account The Launcher window appears. ﬁ)

Launcher

2. Double-click Thermo Fisher Cloud Administration.

The Cloud Administration window appears.

IMPORTANT! Before accessing the cloud: a) You must have an active Internet connection. b)
The Enable Thermo Fisher Cloud Connectivity check box must be checked.

3. Click the Select Days drop-down menu to choose the number of logged days you
want to collect.

4. Click the Upload Logs to Thermo Fisher Cloud check box, then click Gather
Logs. (Figure 18)

Figure 18 Generate and gather log files

Generate Log Files

MNumber of Days

1 IZI Upload Logs |

Select Days I
1
2
7
14

A percentage of completion wheel graphic appears (lower right), followed by a
Logs uploaded successfully message.

5. Click OK to acknowledge the message.

The error log file(s) now reside on the cloud and are ready for your support
representative to review.

Using the email 1. Double-click on the GCC Launcher Desktop shortcut ﬁ;co

option The Launcher window appears.
2. Double-click Thermo Fisher Cloud Administration.
The Administration window appears.

GGG

Launcher

3. Click the Select Days drop-down menu to choose the number of logged days you
want to collect. (Figure 19)
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Figure 19 Generate and gather log files

Generate Log Files

RlimbergoflDays EUpload Logs to Thermo Fisher Cloud

1 v
I Gather Logs

Select Days

4. Make sure the Enable Thermo Fisher Cloud Connectivity and Upload Logs to
Thermo Fisher Cloud check boxes are unchecked, then click Gather Logs.

A percentage of completion wheel graphic appears (lower right). After a few
moments, a message appears stating your logs have been collected and
converted to a zip file on your Desktop. (Figure 20)

Figure 20 Logs collected message

Thermo Fisher Cloud Administration

appliedbiosystems

L1 Enable Thermo Fisher Cloud Connectivity

If you do not have a Thermo Fisher Scientific account or forgot your password: CLICK HERE

Thermo Fisher Cloud Registration x

Connected Users @

Collected logs in file GCCLogs-06-24-2019 09-46-59.zip on
the desktop.

User Name

Andy Irwin

Generate Log Files

Number of Days Upload Logs to Thermo Fisher Cloud

5. Click OK to acknowledge the message.
6. Compose an email to your support representative, attach the Log Files zip file,
then send the email as you normally would.
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Uploading data manually

You can also manually upload your data results to your current cloud folder or sub-
folder, including failed data that has been successfully re-gridded and/or re-scanned.

IMPORTANT! Uploading data with unresolved scanning or gridding failures is not recommended.

Manually uploading data to the cloud

1. From the Data Connect web page, click @3 Upload files .
A Destination of files window appears. (Figure 21)

Figure 21 Data Connect web page

Destination of files

Where do you want to upload your files?

~ @ Personal Files

v @ 5504844340831101318987_3-1-2018-9_47_14-AM

Select Folder Select File
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Uploading a folder 1. Click Select Folder
A Browse for Folder window appears.
2. Navigate to your folder’s location, click to highlight it, then click OK.

An Uploading Files status window appears (lower right), followed by a Your files
have been uploaded window.

3. Click X to close this window.

Your manually uploaded folder and its contents now resides in your cloud folder.
(Figure 21) To share the folder, see "Using the cloud to share data results".

Uploading a file 1. Click Select File.
An Explorer window appears.
2. Navigate to your file’s location, click to highlight it, then click Open.

An Uploading Files status window appears (lower right), followed by a Your files
have been uploaded window.

3. Click X to close this window.

Your manually uploaded file now resides in your cloud folder. (Figure 21)
To share the file, see "Using the cloud to share data results".
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Using the cloud to share data results

While connected to the cloud, you can share your uploaded data results.

1. Click the Data Connect icon.
The Data Connect window appears.

2. From the folder list (left pane), click to select a data folder you want to share.
Any applicable sub-folders appear.

3. Click to select the appropriate folder.
The middle pane populates.

4. From the middle pane, click to highlight the folder or file you want to share, then
click the Share with people button. (Figure 22)

Figure 22 Data Connect web page

DataConnect Powered by Thermo Fisher Cloud (&%
A« - o o
anage and share your files and projects & Create a group & Upload files @ New folder Q
* Downloa Mo @ Delete  ab Share
v Recently Modified File Name File Type Run Date Modified Date v # 5500041111111111111111_(Axiom_GW_Hu_. x
- v fi Personal Files 5500941111111111111111_Plate_Run_Summary_Report.. TXT 08/Mar/2018 | JPYE— |
v Genelitan Sample |
ELEE NI e 5500041111111111111111_(Axiom_GW_Hu_SNP)_BO2A..  AUDIT 08/Mar/2018 Data Samples Targets
v GTMC Log Samples
B 5500941111111111111111_(Axiom_GW_Hu_SNP)_BO2 A ARR 08/Mar/2018 S 26
v & GeneTitanMC-Data
] Updated by
55009411111111111711111_(Axiom_GW_Hu_SNP)_B02_. JPG 08/Mar/2018
v [ Usingsim Lsstmodified:  08/Mar/2018 05:19:34 PM
“ GeneTitanMC-Logs 550094111111111117171111_(Axiom_GW_Hu_SNP)_B02_. CEL 08/Mar/2018 Run date:
Data type
& marg 5500941111111111111111_(Axiom_GW_Hu_SNP)_ADT.A..  AUDIT 08/Mar/2018
Filetype:  ARR
5500941111111111111111_(Axiom_GW_HU_SNP)_ADT_..  JPG 08/Mar/2018 Owner.
5500941111111111111111_(Axiom_GW_Hu_SNP)_AD1_..  CEL 08/Mar/2018 Metadata ~

A Share window appears. (Figure 23)
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Figure 23 Share window

Share

To share with people, enter their email addresses separated by a comma between each email. When
finished, press enter or click Add.

Add emails =

Shared with

5. Inthe Add emails field, enter the recipient’s email address, then click Add.
The email is now populated in the Shared with pane and is retained within the
Add emails drop-down selection during your next session.

6. Click Confirm.
An email (with a hyper-link to your data) is sent to your recipient(s).
To delete an email/recipient from the Shared with list, click its adjacent remove
option.

GeneChip™ Command Console™ (GCC) User Guide 46



(X0
N
=a!

0
i/
=

Portal and data organization

The data organization functions enable you to organize your data and copy files from
place to place. The functions are described in:

"Starting GCC portal", below

"Viewing the data organization" on page 50
"Searching for files" on page 66

"Managing data roots" on page 75

"Using projects to organize data" on page 78
"Generating reports and summaries" on page 85
"Copying files" on page 86

"Specifying a default folder" on page 90

"Uploading data to network data storage" on page 91

Disabling fast user switching

Fast user switching is an option in Windows that enables multiple active sessions on
the console.

This option must be disabled on computers with GCC Portal installed, because it may
cause a user to take actions under a different user ID and ultimately lock the first user
from their data.

Refer to your Windows 10 Enterprise 2016 LTSB documentation on how to disable
Fast user switching.

Starting GCC portal

1.
2.

Open the GCC Launcher.
Click GCC Portal.
The Home page appears. (Figure 24)
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GCC portal home The GCC Home page (Figure 24) is your entry point to the GCC Portal functions.
page

Figure 24 GCC Portal Home Page

ol hitp://localhost:6441/Default.aspx o GeneChip Command Cons...

Search Files By: [d| [Aray Name V]| | | (Use * for wildcard) B Advanced Search

HOME DATA SAMPLES ADMINISTRATION HELP

appliedbiosystems

by Thermo Fisher Scientific

GeneChip”
Command Console

Software

Welcome to GeneChip™ Command Console™ (GCC) Portal. GCC Portal allows you to track the array processing workflow for GeneChip arrays and
organize the resulting data. Use the navigation menus at the top to access the various functions of GCC Portal. The menus are described below:

* Home: Return to this page.
Data: View and organize data.
Samples: Register samples, creating Sample (LARR) files.

L
L

» Administration: Manage projects, templates or workflow.

# Help: Access the online help system. (Look for the E symbol on every page) v

Home page features

e Menu Bar (see below)
e Search Functions (see "Searching for files" on page 66)

GeneChip™ Command Console™ (GCC) User Guide

48



Home page

Data

Samples

Administration

Help

Chapter 4 Portal and data organization
Starting GCC portal

@m
e

K )
0]
2

GCC Home Page
Web site and Support links
NetAffx Analysis Center

Folder View
Project View

Data Management functions (see Chapter 4, "Portal and data organization" on
page 47).

Sample Registration functions (see Chapter 5, "Creating and editing sample (ARR)
files" on page 101).

Project functions (see "Using projects to organize data" on page 78).
Template functions (See "Working with templates" on page 328).
Workflow Monitor (see "Tracking the workflow" on page 336).

Online help

The Basic Search Function (Figure 25) enables you to search for files by:

Array Name
Attribute Value
File Name
Project Name

Figure 25 Search controls

Select Search type Enter search string Click to start search

HOME DATA SAMPL

Search Files By: E | Array Mams
JE

Attribute

File Marne

— — Project Marne

Te
Walue

| | (Use * for wildcard) B Advanced Search
TRATION HELP

W

For more information about the search options, see "Searching for files" on page 66.
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Viewing the data organization

You have two different options for viewing the organization of data in GCC Portal:

e The Folder View displays a list of all the Data Roots in the GCC system, along with
a list of the Sample, Data, and other files in a selected Data Root or sub-folder
(see "Folder view" on page 50).

¢ The Project View displays the Sample and Data files associated with a selected
project, showing parent and child relationships between the Sample and Data
files (see "Project view" on page 63).

See "Organizing data" on page 32 for more information about the way data is
organized in GCC.

Windows Security issues can impact your ability to view files and data. See
Appendix B, "Windows sharing and security issues" on page 348 for more
information.

Folder view The Folder View displays a list of all the Data Roots in the GCC system, along with a
list of the content of a selected data root or sub-folder.

Using the folder view

1. Click View Folder View.
The Folder View appears (Figure 26).
The left side of the page displays the Folders list.
The right side displays the following items:
— Path to the selected folder
— Folder controls: used to open, add, and rename sub-folders
— Display controls: used to control the display of attributes and file types

— File List with Select controls: used to select files and perform operations on
the selected files
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Figure 26 Folder view

Search Files By: & (Use * for wildcard) B Advanced Search @
HOME DATA SAMPLES ADMINISTRATION HELP

Current Folder: C:Command Console'DataDefanit & <—
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efault [Default]

ity b ] 67 Files, 0 Selected ( SelectAll ) (UnselectAll) Command fo Run|<siezacommanse v <—
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[Fschizophrenia [or Mariarty] 123 &—
Smith Lab [Dr Smith] .
it ot (Do) Selected File Name BN e S e T RAn

Name Number
05 1.3 [6COS 1.3]

jGroup

Plus2 [Plus2] r 34804652-2d40-4eci-b UDIT Dafault Ci\Command_Console\Data\Dafault
[JRealscanBuilds47 ul =l 4178f208-2896-42d0-9889-215221f51650.AUDIT Default C:\Command_Consol=\Data\Dafault
[[Hsubgrids
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| S2b21ds2-2205-4 71 uDIT Default Ci\Command_Console\Data\Default
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m IE 1 110 4! '625.CEL Default 4007428 @51059900405911030806400743887625 C:\Command_Console\Data\Default
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< >
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u 1068100251 1274644: RR Default 3001274 @51068100251923030604300127464485 C:\Command_Console\Data\Default
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The data roots and project folders are displayed in the Folders list (see below). The
contents of the data roots and project folders are displayed in the File list (see "File
list" on page 55).

For a description of the file hierarchy used to organize GCC files, see "Organizing
data" on page 32.

The page links enable you to go to additional pages of data.

Figure 27 Folder view controls

Current Folder: C:\Command Console'Data\Dr Moriarty
“Open ) { AddSubfolder * | Rename

View ‘Customize’ File filter | show afymetix v | { Customize’

9 Files, 0 Selected | SelectAll ) { UnselectAll! C d to Run | <selects oo v
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Folders list

The Folders list (Figure 28) shows the data roots, folders, and projects used to
organize data.

Figure 28 Folders list

. .Hx: com\shares\SantaClara\Personally
EI .C “WCommand_Console\Data

IT;I---Dr Moriarty Lab [Dr Moriarty]
-Canl:er [Cancer 2, Dr Mariarty]
-EEhIZDphrEI'IIE [Dr Moriarty]

El -Dr Smith Lab [Dr Smith]

-Cancer [Cancer 1, Dr Smith]
----Mental Illness [Or Smith]

I%;I--Dr Watson Lab [Data]

; ----Izheimer [Alzheimer 1, Data]
-Echiznphrenia [Schizophrenia, Data]

Project sub-folders

.|jG roup <

The Folders lists displays the folder names and project names for sub-folders.
Click on a folder to display its contents in the File list (see below).
The Folders controls enable you to:

e Add a folder (see "Adding folders and projects", below).

¢ Rename a folder (see "Renaming folders" on page 54).

* Open a selected folder in Explorer (see "Opening folders" on page 55).

Note: You can add or rename a folder using Windows explorer in addition to the
GCC Portal functions.

Adding folders and projects

You can add a new sub-folder in a selected data root or sub-folder using the Add
Folder button. You can optionally assign the folder to a project of the same name
when you create the folder.

1. Select the data root in the Folders list in which you want the new folder to be
created.

2. Click the Add sub-folder button in the Folder controls (Figure 29).
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Figure 29 Folder controls

Current Folder: C:\Command Console'Data\Dr Moriarty
" Open ) { AddSubfolder ® | Rename

View ‘Customize’ File filter | show afymetix v | { Customize’

9 Files, 0 Selected | SelectAll '  UnselectAll ' C d to Run | <selects v

The Add Subfolder window opens (Figure 30).

Figure 30 Add Subfolder window with folder name entered

Search Files By: (Use * for wildcard) B Advanced Search @
HOME DATA SAMPLES ADMINISTRATION HELP
Add Subfolder

Add subfolder to C\Command_Console\Data\Dr Watson Lab

Add

I™ Make folder and create project with same name

3. Enter the new folder name in the box.

4. Select the Make folder and create project with same name check box to
create a project in GCC with the same name as the folder.

5. Click Add Folder.
The Folder View page opens with the new folder and project displayed.

Figure 31 New folder

El--C:"-,Cnrnrnand_Cnnsnle"\Data

: Default [Deafault]

Dr Moriarty Lab [Dr Mariarty]
[For srmith Lab [Dr smith]

I_él--Dr Watson Lab [Datal]

A Izheirner [Alzheirmer 1, Data]
Hanta'.'irus [Hantaviruz, Data]
--LjGrnup
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Renaming folders
You can rename a folder using the Rename Folder link.

For information on changing the name of a project, see "Managing Projects" on page
78.

1. Select the folder to be renamed.
2. Click the Rename button in the Folders controls (Figure 29).
The Rename Folder page opens (Figure 32).

Figure 32 Rename Folder page

Search Files By: @ [Amay Name v | | (Use * far wildcard) Bl Advanced Search d
HOME DATA SAMPLES ADMINISTRATION HELP
Rename Folder 4

Rename folder C:A\Cormmand_Console\Data\HT _Test

Select the project to rename together with the folder

OHT_Test

3. Enter the new folder name in the box.

Select the radio button if you want to change the project name, too.
4. Click Rename.

The Folder View page opens with the renamed folder (Figure 33).

Figure 33 Folder View with renamed folder

EI--C:"-,CDrnrnand_CDnsu:ule"-,Data
--QChecked_SNF"s

--DeFauIt [Default]
.Dr Mariarty [Dr Moriarty]

----- Gene'l'ltan_Test [GeneTitan_Test]

H-[ JHT_Import
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Opening folders

1. Select the folder to be opened.
2. Click the Open button in the Folders controls (Figure 29).

An Explorer window opens displaying the contents of the folder. The GCC Portal
browser shrinks to make room for the window (Figure 34).

Figure 34 Explorer window with reduced GCC Portal browser

(2 GeneChip Command Console Portal - Folder Vie... BEEx

Go- s ] ]

B o oo roomes 1o tob

<) © B Pseacn [ [F (5 X )

ckress | cicommand_ConsolData{pr Morarty ~

% g [ astymeix enechipcom ||| B - ) @ - [ee - 7

Search Files By: El =

Hame e Date Modfied
] Cerebrum_p3.CEL 5,250KB  AGCC CEL File 1/30/2008 1:25 PM

58,177K6 AGCC DAT File 13072008 1:25 P11 HOME DATA SAMPLES ADMINISTRATION HELP
4KB  AGCC Sample File 1/30{2008 1:38 PM
3K AGCCSampleFle  2022/2008 4:02PM Current Folder: C:Cor
2KB  AGCC Sample File 2/22/2008 10:17 AM \Command_Console\Data e
£ “ & Open  ( AddSub
2K5 AGCCSanploFle 212212008 1021 {Efootch_ Regiter_Test [Batch_Regiter_Test]
6KB  AGCC Sample File 2{11/2008 5:00 PM
[ et andcHpaGCCiormat =
SKB AGCCSampleFle  2/11/20085:00PM View [ostaut _v] (€
40KB  AUDIT File 1/30{2008 1:38 PM [ichecked_stps
KB ALDITFle 2f22i2008 402 M {Eoetautt osfautt) 9 Files, 0 Selected (S
793KB CHP File 2{7/2008 12:53 P {Eor Moriarty [Dr Moriarty]
5] Cerebrum_03.3°G 3,996KB IPEG Image 1/30/2008 1:25 PM llorep . Scan [Drop.n_Scan]
[2)or Horiarty.PROJECT 1KE PROJECT Fie 1/30/2008 8:58 AM FliFor.Rich
robeset-summarize-2-7-12°5. 6KB  Text Dacument 2{7/2008 12:53 PM -

[reroznny. 2
[itova

(v samples
EiRaconnact_CEL_CHP [Raconnect CEL_cHp] | [ Larectyalue’

. ST
Eleconnect DAT CEL [Raconnact oAT ceL) fomes iy
< ] >

ma.summary bt 71KB Text Document 21742008 1253 M

3 vy Computer

File list
The file list displays a list of the files and folders in the selected folder (Figure 35).

Figure 35 File List

Current Folder: C::Command_Console DataDefanlt &

“Open " { AddSubfolder ' | Rename

View Customize File filter Srov v (Customize

31Files, 0 Selected | SelectAll | (UnselectAll) Command to Run |[<Ssiectacommansx |

12

A . . Probe
Selected File Name Eeciest Array Name Barcode a e Array Date Modified
I Name = — . Number Date I I
— —— Type
& -

r _ﬂ 1 1102080640074 625.ARR Default @51059900405911030806400743887625 @51059300405911030806400743887625 4007438 3/8/2006 Test3_bens 7/13/2007 3:17:47 F
[0V as1085100251523030804300 127480455455 Default @310681002515230306043001 27464455 @S1068100251923030604300127 464485 3001274 3/6/2004  HG-ULZ3A  7/13/2007 10137522
r ﬂw 1068100251923030604300127464495.ARR Default @51068100251923030604300127464495 B51068100251923030604300127464495 3001274 3/6/2004  HG-U133A  7/13/2007 10:39:31
r g 10681 0704300131 07.ARR Default @51068100252003030704300131568507 @51068100252003030704300131568507 2001215 3/7/2004 HG-UL33A  7/13/2007 10:43:46 File IiSt
r _ﬂ 11302004 44061 147 .ARR Default @51130200457544061306400545450147 @51130200457544061306400949450147 4009434 6/13/2006 E_coli_2 7/13/2007 10:11:14
8 | emesms e AR Default @52001500306143070204300292035858 @52001900306143070204300292035858 3002920 7/2/2004 EEUMEJ 7/13/2007 10:14:45
r ﬂ @52001300320743010 1129 ARR Default @52001900320743010605400001129266 @52001900320743010605400001129266 4000011 1/6/2005 Ufsz,ﬂ|u572 7/13/2007 10:18:52
r _ﬂ 181710130640141 96.ARR Default @52006500461817101306401416533696 @52006500461817101306401416533696 4014165 10/13/2006 HG-UL33A_2 7/13/2007 10:28:42
r _ﬂ 181710130640141 703.ARR Default 1817101306401416533703 @52006500461817101306401416533703 4014165 10/13/2006 HG-U133A_2 7/13/2007 10:33:04
r ﬂ 1817101306401415533707.ARR Default @52006500461817101306401416533707 @52006500461817101306401416533707 4014165 10/13/2006 HG-U133A_2 7/13/2007 10:30:54
L] ﬂ First Sample.ARR Default First_Sample_array @51068100252003030704300131568471 3001315 3/7/2004 HG-U133A  7/18/2007 5:32:02 F
r \% 1 11 4] 7625.CEL Default @51059900405911030806400743887625 @51059900405911030806400743887625 4007438 3/8/2006 Test3_bens 7/13/2007 3:18:05 F
r @ 1068100251 1274644: gL Default @51068100251923030604300127464485 @51068100251923030604300127464485 3001274 3/6/2004 HG-UL33A  7/13/2007 10:37:42

The Display controls, at the top, allow you to change the display of attributes and files.

The select controls allow you to select files for various operations.
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The numbered links below the Select controls enable you to switch from page to page
of the File list. They are displayed only if the number of files in the selected sub-folder
exceeds the display limit.

By default the File list displays a table of files with the following columns:

Select Use the check box to select a file for different operations:
e Copy Selected Files (see "Copying files" on page 86).
e Create Report from Sampile files in List (see "Copying files" on page 86).
e Change Probe Array Type (see Chapter 10, "Probe array types" on page 325).
See "Selecting files" on page 57 for more information.
Placing your cursor over the Select check box displays the full path and file name in a popup:

l—% EFW Default @3510881C

rc:\Command_Console\Data\Default\@5 10651002519230306043001 27464495, ARR | ¢

hnd

FileName The name of the file or folder.
In some cases the file name is a link. Click on the link to open the following file types:

e Folder: displays the contents of the folder in the file list.

e Sample File: opens the Sample/Array Attributes page (see "Detailed sample registration”
on page 104).

¢ Image file (DAT) and Intensity File (CEL): opens the GCC Viewer (see Chapter 9, "Using
the GCC viewer" on page 267).

e Audit file (AUDIT): opens the Audit File Viewer (see "Viewing audit files" on page 65)

You cannot use the Action link to open the other file types displayed in the File list. These file

types can be opened using a text editor (AUDIT, RPT, GRD) or the GCC Viewer (CEL, JPG).

Project Name The name of the project that contains the file.

Array Name Name assigned to the array during registration.
Barcode Barcode of probe array (may be an Applied Biosystems or a custom barcode).
Lot Number Manufacturer’s lot number for the array (only displayed with Applied Biosystems barcodes).

Expiration Date Expiration date for the array (only displayed with Applied Biosystems barcodes).

Probe Array Model number of probe array.
Type

Date Modified Last date the file was modified.

You can conceal some of these columns and display selected attributes in other
columns. For information about displaying and concealing columns, see "Selecting
attributes for the file list" on page 57.

Sorting the file list by any column
e Click on the column header.

File types

There are several different types of files in the File List:
e Sample files (ARR)
¢ Image files (DAT)
¢ Intensity Data Files (CEL)
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¢ Probe Analysis Files (CHP)
e JPGfiles (JPG)
¢ Audit Information files (AUDIT)
¢ Grid Data files (GRD)
¢ Project files (PROJECT)
¢ Report files (RPT)
For more information about the different files, see "File types in GCC" on page 28.

See "Selecting file types for display" on page 61 for more information about displaying
different file types.

Note: Other file types, such as PARAM, may not be displayed in the list or the folders.

Selecting files
You can use the check boxes in the File list to select files for different operations:

e Copy Selected Files (see "Copying files" on page 86).

e Create Report from Sample files in List (see "Generating reports for selected
sample files" on page 85).

¢ Create Batch Edit file from Selected ARR Files in List (see "Creating the batch edit
file" on page 145).

¢ Change Probe Array Type (see Chapter 10, "Probe array types" on page 325).

Figure 36 Select Files controls

2 Folders, 16 Files, 0 Selected | Select All UnselectAll | Command to Run | <Select a command= v
Selected File Iame Project Name Array Name Date WModified

The Select Files controls allow you to select files and operations. The number of
displayed and selected files are also displayed.

Selecting/Deselecting files
¢ C(Click the check box next to the file name; or click the Select All button.
¢ C(Click the Unselect All button to deselect selected files.

Selecting attributes for the file list

You can add or delete attributes for display in the File List using the Folder View
feature. The Folder view enables you to create and edit lists of attributes to be
displayed, called views. You can then select a view for display to customize the
attributes in the File list.

Note: When cartridge users upgrade, the default folder view does not have well
position (Pos) in the default folder view. If they have GeneTitan Array Plate data and
want to see this attribute in the folder view, they will either need to add it to the default
folder or create a custom view with that attribute. The Pos attribute is part of the
standard fields.

Selecting a previously created view

¢ In the File controls, Click the View drop-down to select a view. (Figure 37)
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Figure 37 File list with View controls

' Customize

Default

View

File filter 'Customize

&6 Files, 0 Selected | Select All Unselect All C d to Run | <Select a command>

123

Project Lot

Selected File Name Name Number

=3

Expiration Array Name

The selected View is displayed.

Adding a new view

1. Click the View Customize button. (Figure 37)
The Customize page opens. (Figure 38)

Figure 38 Add New Folder View page

HOME DATA SAMPLES ADMINISTRATION HELP

2]

Enables users to choose the attributes displayed in the folder and search result views
Users can store several different wiews containing different collections of attributes

Step 1: Create a new view (Optional)

New view name: Add

Step 2: Select the view to modify
Select existing view:

Step 3: Select the source of attributes
Attributes Source

asdfwe
" Attributes From All Templates DEC Exp Template

& Attributes From Selected Templates

cd MIAME Sample Informatien
Standard Fields New_Template_12_05
I™ User Attributes Sept_Template

Step 4: Select the attributes
Disuble click on a field to add it at the end of the other list or Drag and Drep it to the desired location.

Save Cancel
Availahle Attributes | Sorted Displayed Attributes
Array Folder Add A1 atribures B File Name
Date Created Project Name
B Remove A1 atributes 4
Sample Name:Default j Array Name
Gender:Defrult Add all attributes of template(s) Date Modified
helow
Weight:Default
Height:Default Defautt B

There are three steps in creating a new view:
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a. Enter a name for the view.
b. Select the source of attributes.
c. Select the attributes and saving the view.

2. Enter a name for the view in the New View Name box and click the Add button.
(Figure 39)

Figure 39 New View Name

Step 1: Create a new view (Optional)

New view name: | Add

The view name is displayed in the Select Existing View drop-down box.
(Figure 40)

Figure 40 New view name in the Select Existing View
drop-down box.

Step 2: Select the view to modify

select existing view: | New_View &

In this step, you select the sources of the attributes. (Figure 41)

Figure 41 Select Source controls

Step 3: Select the source of atiributes
Attributes Source

asdfiue
O Attributes From All Templates DEC Exp Template
* Attributes From Selected Templates ”'t
Ihg
[ : MIAME Sample Information
standard _Fl'ﬂds Mew _Template_1Z2_05
[ Tzer Attributes Sept_Template

You have several options for doing this:
* You can limit the display to attributes that are organized in templates.

¢ You can display user attributes which have been created by the user for
individual sample files.
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¢ [f you want to use standard fields, you can display the fields from all
templates, or display attributes from templates you select in the Attributes
Source list.

3. Select the attributes options and templates
The selected attributes are displayed in the Available Attributes list.

¢ The Available Attributes list displays the attributes (with template names)
that are not being currently displayed.

¢ The Displayed Attributes lists displays the attributes that are currently being
displayed in the Folder view.

¢ The File Name attribute is required and cannot be hidden.
4. Select and deselect the items you want to display and conceal.

¢ You can double-click on an item in one of the lists to move it to the other list
or click and drag it over.

* You can also use the center controls to add and remove attributes in groups.

¢ Select the Sorted check box to display the available attributes in alphabetical
order.

5. After selecting the attributes, click Save.

The Folder View is displayed with the newly created view selected in the View
drop-down box.

Editing a created custom view
1. Click the View Customize button.

The Customize page opens.

2. Select the view you want to edit from the Select existing view drop-down box.
(Figure 42)

You can click the Delete button to delete the selected view.

Figure 42 Selecting existing view to edit

Step 2: Select the view to modify

Select existing view: | New View Delete

Crefault

The attributes in the view are displayed in the Select Attributes section.
(Figure 43)

GeneChip™ Command Console™ (GCC) User Guide 60



Chapter 4 Portal and data organization @& &

Viewing the data organization it

Figure 43 Selecting attributes

Step 4: Select the attributes
Deuble click on a field to add t at the end ofthe other list or Drag and Drop 1t to the desired location.

Save Cancel
Available Attributes M Sorted Displayed Attributes
Date Created Add Al attributes B File Name
Date Modified Project N:
E a Remove All attributes EURRES
Height:Default ] Array Name
Sample Name:Default Add all attnb:ttis of template(s) Auray Folder
elow
Weight:Default Gender:Default
Defaui B Age:Sept_Template
Remove all attrihutes of template(s) | Disease name:Sept Template
below Disease status:Sept_Templaie
B oeiun Treated: *

-] Sept_Template

3. Select templates and attributes as described on page 58.
4. After you have selected and arranged the attributes, click Save.
You can click Cancel to cancel the changes.
5. The View is displayed in the Folders list with the new attributes selected.

Selecting file types for display
The File Filter enables you to exclude or include particular file types in the File list.
You can:

e Use a previously created filter

e Create a new file filter.
e Edit a previously created filter

Using a previously created filter
¢ |n the Filter controls, select the File filter from the drop-down list.

Figure 44 Folder list with File Filter controls

File filter | show a1l v | Customize

Show Affym etriz

View |New_view v | [Customize

66 Files, 0 Selected | SelectAll | { UnselectAll| Command to Run | <Selest a commands v

The filtered files are displayed.

Creating a new file filter
1. In the top of the File list, click the File Filter Customize button (Figure 45).
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Figure 45 Folder list with File Filter controls

View ' Customize

&6 Files, 0 Selected | Select Al '/ UnselectAll ©

File filter

Show Affym etriz

d to Run|<8eledacommand> v

‘Customize

The File Filters page appears (Figure 46).

Figure 46 File Filter page

Search Files By: | ArmayNams  «

HOME DATA SAMPLES ADMINISTRATION HELP

(use * for wildcard suffiz) B Advanced Search @

File Filters 0

Step 1: Enter a new filter name and click Add.

New Filter: Add

Step 2: Select File Types for the Filter
T

Delete

File Type(s): Ol " ARR; *.CEL; ".DAT, ".CHP

* Including

Filter Type: G
o e " Ezcluding

Save Cancel

GeneChip™ Command Console™ (GCC) User Guide

2. Enter a name for the new filter in the new Filter list.

3. Click Add.
The new filter name appears in the Name box.

4. Enter the file types you want to exclude or include in the Patterns box.
Format: *.file extension, (* = wildcard).
Enter multiple file types separated by semicolons ;).

5. Select whether you want to exclude or include the specified file types.

6. Click Save.
The Folder View appears with the edited filter selected.

The displayed files are filtered.

Editing a file filter
1. In the top of the File list, click the Customize button (Figure 44).

The File Filters page appears (Figure 47).
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Figure 47 File Filter page

HOME DATA SAMPLES ADMINISTRATION HELP

Search Files By: | ArayNams  « (use * for wildcard suffiz) B Advanced Search @

File Filters 0

Step 1: Enter a new filter name and click Add.

New Filter: Add
Step 2: Select File Types for the Filter
* Inch
Filter Mame: [0 shon stymatie % File Type(s: 0 * ARR; ".CEL; ~.DAT; ~.CHP Fer Type 0 e
" Ezcluding
Delete
Save Cancel

Select the filter you want to edit from the Filter Name drop-down list.
Enter the file types you want to exclude or include in the Patterns box.
Format: *.file extension, where * is a wildcard.

Enter multiple file types separated by semicolons (;).

Select whether you want to exclude or include the specified file types.
Click Save.

The Folder view appears with the edited filter selected.

The displayed files are filtered.

Project view The Project View displays the Sample and Data files associated with a selected
project, showing parent and child relationships between the Sample and Data files:

Array name(s)

Image (DAT) file(s)

Intensity Data (CEL) file(s)

Probe Level Summarization (CHP) file(s)

The Project view also displays basic information about a selected file, and will allow
you to open and view Sample, DAT, and CEL files.

Viewing the Sample and data files associated with a project

1.

Click View — Project View.
The Project View pages opens.

2. Select a project from the Project list.

A list of the Sample files associated with that project is displayed. (Figure 48)
You can expand the file structure by expanding and contracting nodes in the tree.
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Figure 48 Project view page with sample files list

Search Files By: |AnayName &

(Use * for wildcard) B} Advanced Search @
HOME DATA SAMPLES ADMINISTRATION HELP

Project View &

The Project View displays the files associated with a particular project. The view displays basic information about the Sample (ARF) file and the relationships between
the sample file and: the array(s), the Image (DAT) file(s), the Intensity Data (CEL) file(s) and the Probe Level Summanzation (CHP) file(s)

Project. |Alsheimert v 0 files selected | SelectAll Unselect All | Command to Run

BT |aLz_o1.ARR (sample) Associated projects: Alzheimer 1, Data
0T ALz_0z.ARR (3ample) File Detail
W ample 1.4RR (sample) e Details

Full Path:

CACommand Console'Data\Dr Watson LablAlzheimer\ ATZ 01 ARR Open

Arrays

Barcode Probe Array Type Array Name
@51059900413526052906400976113209(Lot# 4009761, Exp. 5/25/2006) Testd ALZ_01_PL_O1_A_L
@S1059900413526052906400976113286(Loté 4009761, Exp. 5/29/2006] Testd ALZ_D1_PL_DZ_ A1

3. Click on a file to display more information about the file in the right side of the
page.

Different information is displayed for different files, as shown in Figure 49.

Figure 49 Information for selected CEL file

Associated projects: Dr Srmith

File Details
Full Path:

CiCommand Console\Data\Dr Smith Lab\3ubject_01_bran CEL | Open
Date WModified:

6/20/2007 4:33.08 P

Parameter Walue

algarithm name  Feature Extraction Cell Generation

algarithm version 1.0,0.610

array type Test3

array barcode @510599003091370417054000916689327

4. For certain files, you can click the Open button to display the file:

e Sample files: Opens the Detailed Registration Page (see "Detailed sample

registration" on page 104).

DAT and CEL files: Opens the GCC Viewer (see Chapter 9, "Using the GCC
viewer" on page 267).

GeneChip™ Command Console™ (GCC) User Guide

64



305

Chapter 4 Portal and data organization 'E‘E,.f‘?
Viewing the data organization }—fv pL

Selecting files
You can use the check boxes in the Project data tree to select files for different

operations:
e Copy Selected Files (see "Copying files" on page 86).
e Create Report from Sample files in List (see "Generating reports for selected
sample files" on page 85).
¢ Create Batch Edit file from Selected ARR Files in List (see "Creating the batch edit
file" on page 145).
¢ Change Probe Array Type (see Chapter 10, "Probe array types" on page 325).

Figure 50 Select Files controls

& files selected | Select All Unselect All ' Command to Bun | <Selecta commands

The Select Files controls allow you to select files and operations. The number of
selected files are also displayed.

Selecting files
1. Click the check box next to the file name; or

Click the Select All button.
Click the Unselect All button to un select selected files.

When you select a parent file, all its child files are also selected. If you only want
to select the parent file, deselect its child files after selecting the parent file.

2. Select an operation from the Command to Run drop-down.

Viewing audit files  Audit files provide a record of the processing done to an array.

Opening an audit file
1. Click on the link in the File List
2. The Audit File page opens. (Figure 51)
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Figure 51 Audit File page

Search Files By: |ArayName &
HOME DATA SAMPLES ADMINISTRATION HELP
Audit File C:i\Command Console\Data\aaaS3d9a-7dcd-4 dfb-8ef9-1074147h3498. AUDIT

fuse * for wildeard sufft) ) Advanced Search @

Audit Entry
ArrayID  asaS3d9a-7acd-adfb-gefa-for4147b5493
Bar Code
Key
Source
Bar Code
Insertion Params
System Entry
Domain Mame AFFYMETRIX_COM

User Name SYSTEM

Machine Mame =PLCC4v3E51

Audit Entry
ArrayID  asaS3d9a-7acd-adfb-gefa-for4147b5493
Bar Code
Key
Source

Bar Code
Insertion Params

System Entry
Domain Mame  AFFYMETRIZ_COM
User Name SYSTEM

Machine Mame =PLCC4v3E51

The Audit File displays information about the processing steps the array has gone
through, including the instruments and computers used in processing.

Searching for files

You have two options for locating files in GCC:
e "Basic search", below
e "Advanced search" on page 67

The results are displayed in the Search Results page (see "Search results page" on
page 74).

Note: Windows Security issues have an impact on the search function. for more
information, see Appendix B, "Windows sharing and security issues" on page 348.

Basic search The Search Function (Figure 52) enables you to search for files by:

e Array Name
e Attribute Value

Note: Searching by Attribute Value returns any file with any attribute with a value

that matches the search string. To search for a particular attribute, use the
Advanced Search.

¢ File Name
¢ Project Name
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Figure 52 Search controls

Select Search type Enter search string Click to start

Search File% Auray Name l

HOME DATA SAMPLE TRATION HELP

=]
Attribute “alue
File Marne
Project Marme

Searching for a file

1. From the Search Files By drop-down list, select your search criteria.
2. Enter a search string in the text box.
You can perform special searches by using the “*” symbol and “OR” operator

“** Serves as a wild card function. Using searchstring* will return all
arrays that contain an attribute that starts with the search string. Using
*searchstring will return all arrays that contain an attribute that ends with
the search string.

Using the “OR” operator between items (searchstringl OR
searchstring?2) will return all arrays that contain an attribute that matches
any of the search strings.

3. Click the Search button “ .

Files or Projects that match the search string are displayed in the Search Results
page (see "Search results page" on page 74).

Advanced search  The Advanced search provides several ways to refine your search.

1. Click Advanced Search in the Search controls.
The Advanced Search page opens. (Figure 53)
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Figure 53 Advanced Search page

Search Files By: (Use *for wildeard) BB Advanced Search &
HOME DATA SAMPLES ADMINISTRATION HELP

Advanced Search 4

Array
Search
Criteria

Step 1: Specify the array search criteria

Probe Array Types:
- All Probe Array Types--
Barley!

E_sali_2
HG-U133_Flus_2

Barcode

Array Name

= [

Step 2: Specify sample attributes to filter the search results

Select Template Select Attribute Select Comparison Enter Value(s)

Samp|e [#electtemplate | |(Seleot template + | [ (Select template fist) v

Attributes e =
' Results must match ATL of the selected attributes

" Results can match ANY of the selected attributes

Step 3: Specify options to limit the search results

Type of results to Lirnit results to the Projects: Only return files whose
return: -- All Projects and Data Roots - creation dates are:
oo
: T v
Options DaT EuizTEU s

CEL
CHFP

>

|E3

Cancer2

Show[m ] —

results

You create a search in three steps:
"Step 1: Specify Array Search Criteria"
"Step 2: Specify Sample Attributes" on page 69
"Step 3: Select Options" on page 72

Step 1: Specify Array Search Criteria

Figure 54 Array Search Criteria

Step 1: Specify the array search criteria

Probe Array Types: Barcods:
- All Probe Aray Types-- ~ arcoqe:
Barley1 =
E_coli_Z )
HG-U133_Flus_2 v|| Array Name:

This section enables you to search for arrays that match:

e Barcode
e Probe Array Type
e Array Names

2. Enter the criteria for the information you want to find.
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Step 2: Specify Sample Attributes

Figure 55 Specifying sample attributes

Step 2: Specify sample attributes to filter the search results

Select Template Select Attribute Select Comparison Enter Value(s)

Selecttemplate % || (Selecttemplate % | | (Select template fist)

Delete Add

@ Eesults must match ATL of the selected attributes
" Eesults can match ANY of the selected attributes

This section (Figure 55) enables you to specify attributes used to describe the
sample and experiment. Depending upon how the search is set up, the search
may return:

— Samples with any of the specified attributes.

— Samples that match all of the specified attributes.

Four things have to be selected or entered to specify an attribute:

— the source of the attribute (template name or user attribute)

- the attribute name

— the type of comparison

— the value for the attribute

When the Advanced Search page first opens, the sample attributes has three
drop-down lists:

— Select Template

— Select Attribute

— Select Comparison

The Enter Value(s) box does not appear until you have selected a template and
attribute.

To select an attribute:

3. From the Select Template drop-down list, select a template or other option.

Note: The Sample Attribute Conversion function may impact your selection of
templates and attributes. For more information, see "Sample attributes
conversion" on page 115.

The Select Template list displays a list of the templates used by the files in GCC.
You can also select:

¢ All attributes: Enables you to perform a blanket search over every attribute in
the Sample files, both from templates and from user attributes.
See "Performing an all attributes search" on page 74 for more information.

¢ No Templates: Enables you to select from user attributes, used in a Sample
file but not included in a template.
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Figure 56 Selecting a template

step 2: Specify sample attributes to filter the search results

Select Template Select Attribute Select Comparison Enter Value(s)
Selecttemplate % | | (Selecttemplate % || (Selecttemplate first)

(Gelect template

Al Attributes Add

Mo Template .

DEC Exp Template  Jatch ATL of the selected attnbutes
Crefault

WIAME Sample Inforgtch AT of the selected attributes
Sept Template

4. After selecting the template, a list of attributes appears in the Select Attributes
drop-down list. (Figure 57)

Figure 57 Select attribute from list

Delete

Step 2: Specify sample attributes to filter the search results

Select Template Select Attribute Select Comparison Enter Value(s)

[~ | sept_Template % || Dizease name || Equal to: w

e ndme

' Results rust match ALL of the selected attributes

" Results can match ANY of the selected attributes

(use * for

5. Select the attribute you want to search on.

You can perform different types of comparisons for the search.

If you select a numerical attribute, you can select from the following limits
(Figure 58):

Equal to

Less than

Less than or equal to

Greater than

Between (displays two entry boxes for the range limits).
Any value

GeneChip™ Command Console™ (GCC) User Guide 70



Chapter 4 Portal and data organization  [@Ff&
Searching for files ~ Fapt

Figure 58 Comparisons for numerical attributes

Step 2: Specify sample attributes to filter the search results

Select Template Select Attribute Select Comparison Enter Value(s)
[~ | sept_Template | » || Age w | | Equal to: L
Equal to:
Delete Add Lessthan:

Lessthan or equal to:

@ Eesults must match ALL of the selecEbtakim

Greater than or equal ta:

" Results can match ANY of the selecqBetween:

Ary value

For date attributes, the comparisons are:

e Equal to today

e Within the last week

¢ On a specific date: (required)

e Before date: (required)

e After date: (required)

e Between dates: (required)

e Any value

For text string or SingleSelect attributes, the comparisons are (Figure 59):
e Equal to: exact match to the search string

¢ Contains: text string containing the search string

Figure 59 Comparisons for text string attributes

Step 2: Specify sample attributes to filter the search results

Select Template Select Attribute Select Comparison Enter Value(s)
[ | Sept_Template % || Age | | Greaterthan: | 18
[ | Sept_Template || Disease status || Equal ta: W (USE *{

Delete Add Contains:

@ Eesults must match ATL of the selected attributes
" Eesults can match ANY of the selected attributes

6. Select the appropriate comparison for the attribute.

You can use comparisons with user attributes that have the data type specified,
as well as sample attributes.

7. Enter a string for the attribute in the Enter Value(s) box.

You can perform special searches by using the “*” symbol and “OR” operator
when searching for Text attributes.
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Note: [*] serves as a wild card function. Using searchstring* will return all
arrays that contain an attribute that starts with the search string. Using
*searchstring will return all arrays that contain an attribute that ends with
the search string.

Using the “OR” operator between items (searchstringl OR
searchstring?2) will return all arrays that contain an attribute that matches
any of the search strings.

For date attributes, click on the Calendar icon [ and select the date from the
calendar that appears. (Figure 60)

Figure 60 Selecting dates

Step 2: Specify sample attributes to filter the search results

Select Template Select Attribute Select Comparison Enter Value(s)

[ | Mo Template w || Sample Date || On aspecific date: o i E o)

Delete Add Su Mo Tu We Th Fr 5a

& Results must match ALL of the selected attributes | 2 2 3 4 5 8 7

) 8 9 10 12 13 14
" Eesults can match ANY of the selected attributes El
15 16 17 18 19 20 21

22 23 24 25 26 27 28

Step 3: Specify options to limit the search results
29 30 31

Type of results to Lirrit results

Click the < and > buttons to display a different month.
8. Click the Add button to add another attribute and repeat Step 3 through Step 7.
9. Select how the searches are to be combined:

¢ Results must match ALL of the selected attributes.

¢ Results can match ANY of the selected attributes.

After you have finished specifying the attributes, you can select other options.

Step 3: Select Options

Figure 61 Options for limiting search results

Step 3: Specify options to limit the search results

Tvpe of results to Lirnit results to the Projects: Cnly return files whose
return: - All Projects and Data Roots - || creation dates are:
Alzheimer 1
oYey Build37EU133a Ay walue e
CEL Cancer1
v
CHF Cancer2
Show | an v
Search

results

This section enables you to search for files that match other criteria:
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Type of results Specify one or more of the following types of files:
to return e ARR

e CEL

e CHP

e DAT

Limit results to Projects to be searched. Selecting none runs the search through all the files in the
the Projects main data folder and in all the project folders. You can limit your search to one or
more project folders using this box.

Creation Dates Date of file creation:

Equal to today

Within the last week

On a specific date: (requires date value)
Before date: (requires date value)

After date: (requires date value)
Between dates: (requires date value)
Any value

Show results  Limit on the number of results to be returned.

10. Select or enter the options for the information you want to find.

You can select multiple items in the Type of Results and Projects list by holding
down the Shift key and clicking on the items.

You can deselect a project by holding down the Ctrl key and clicking on the
project.

For date attributes, click on the Calendar icon [ and select the date from the
calendar that appears. (Figure 62)

Figure 62 Select date

Orly return fles whose creation dates are:

Before date: w HH

Su Mo Tu We Th Fr Sa
1 2 3 4 5 6 7

6 9 1011 12 13 14
15 16 17 13 19 20 21
22 23 24 25 26 27 28
29 30 31

Click the < and > buttons to display a different month.
11. Click Search.
The files that match the search criteria appear in the Search Results list.
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Performing an all attributes search
The All Attribute search enables you to search across all attributes of the following
types:

e Date

e  Number

o Text

If you use the All Attributes search, it will return any file that has any attribute with a
value that matches the search string.

Search results The Search Results page lists the files that meet the criteria specified in your search.

page

(Figure 63)

Figure 63 Search Results list

Search Files By: |4naytame v (Use * for wildcard) B Advanced Search @
HOME DATA SAMPLES ADMINISTRATION HELP

Search Result

View | New View v | [ Customize

2 Files, 2 Selectzd | Select All Unselect All ' Command to Run | <S:lect a commands v
e Project Disease Disease o
Selected File Name Array Name Array Folder Gender:Default Age:Sept Template Treated:
Name name:Sept Template status:Sept Template
W | subtect 01 brainARR br smith Subject 01_brain S 0CeMMEnd_Console\DataDr ) 25 schizophrenia ¥ Na
v EY Subiect 02 brain ARR Dr Smith Subject_02_brain gr‘:i‘i:’g‘;‘f“d—c°”s°‘e\““\°’ F 40 Depression Y Mo

You can:
e Change sort order of the list by clicking at the head of the column you want to
sort by.

e Change the attributes displayed in the list with the View controls (see "Selecting
attributes for the file list" on page 57).

¢ Use the Select controls to select files for various operations.

Placing your cursor over the Select check box displays the full path and file name
in a popup (Figure 64):

Figure 64 Popup showing path
and name

. Di Alzheimer ALZ_02_F
ALZ 02.ARR 3 pata  ALZ_0Z_F

-
C:\Command_ConsolelDatalDr Watson aranpIDez
LablalzheimeriALZ_0Z.ARR. ="
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Selecting files
You can use the check boxes in the Selected column to select files for different
operations:
¢ Copying Selected Files to a different location (see "Copying files" on page 86).
e Create Report from Sample files in List (see "Generating reports for selected
sample files" on page 85). The Report can be used to review the file attributes.
¢ Create Batch Edit file from Selected ARR Files in List (see "Creating the batch edit
file" on page 145)
¢ Change Probe Array Type (see Chapter 10, "Probe array types" on page 325).

Figure 65 Select Files controls

2 Files, 2 Selected | Select All Unselect All Clommand to Run | <Select a command: L

The Select Files controls allow you to select files and operations. The number of
selected files are also displayed.

1. Click the check box next to the file name; or
Click the Select All button.
Click the Unselect All button to unselect selected files.
2. Select an operation from the Command to Run drop-down.

Managing data roots

A data root is a folder used to contain data files for GCC. The folder and files are
displayed in the Folder View of Command Console. A default data root at
C:\Command_Console\Data is created during installation, but you can create
additional data roots to help you organize data from different researchers or for other

purposes.

IMPORTANT! Each workstation has its own data roots. Setting the data root on one station does
not add the data root on other machines.

IMPORTANT! Please make sure that the data roots used in GCC software on the instrument
control workstations do not contain files that have non-Thermo Fisher Scientific file extensions

(example: DLL, TMP, CPP, ASPX, OUT, etc).

For more information about data roots, see "Folders" on page 32.

You can:

e (Create a data root (see "Adding a data root", below)
e Remove a data root (see "Removing a data root" on page 77)
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Adding a data root 1. From the Data menu, select Data Roots Add.
The Add Data Roots page opens (Figure 66).
Figure 66 Data Root page
Search Files By: |4naytame (use * for wildcard suffix) B Advanced Search

|HOME |DATA |SAMPLES |ADMINISTRATION |HELP
Add Data Root

Wew data root C:\Command_Console\More_Data

[dTemplates
[IDEC_Test_Files
[fants
[36C0os_Slugan
A6 TYPE_Docs
[dtrpaortant Tips
[Lib File Imparter files

[Aranual termplates A4

The Data Root page displays a list of the data roots currently assigned in GCC
and the folders that can be selected as data roots. Expand the tree to view and
select child folders.

2. Select a folder for the new data root from the Data Root list; or

In the Add a New Data Root box, enter the full path name and the name of the
new data root.

Data roots on networked computers are specified using Universal Naming
Convention (UNC) paths as \\server\share\filepath.

IMPORTANT! To select a data root on a networked computer, you must configure the GCC
Services to permit access. See "Configuring GCC services" on page 344 for more information.

IMPORTANT! Please make sure that the data roots used in GCC software on the instrument
control workstations do not contain files that have non-Applied Biosystems file extensions
(example: DLL, TMP, CPP, ASPX, OUT, etc).

The folder cannot be:

¢ In the Windows directory

¢ |n the Program Files directory
¢ In aroot directory
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3. Click Add.
The list displays the new data root (Figure 67).
Figure 67 New data root added
Search Files By: (use * for wildcard suffix) B Advanced Search
|[HOME |DATA |SAMPLES |ADMINISTRATION |HELP -
Add Data Root

e Cil

C:\CDmmandJZnnsn‘E\Data
C:\CnmmancLCDrvsn\E\MDreiData
C:\Cnmmand7CDnsn\E\NEw7RDDt

Added new data root C:\Command_Consele'More Data

Mew datarcot

Removing a data 1.

root

The new data root is also visible in the Folder View (see "Folder view" on page
50).

From the Data menu, select Data Roots Remove.
The Remove Data Root page opens (Figure 68).

Figure 68 Remove Data Root page

HOME DATA SAMPLES ADMINISTRATION HELP

Search Files By: © (Use * for wildcard) B Advanced Search D

Remove Data Root &

Select the data root that you wish to remove from the system. The data will not be deleted. The system will no longer allow samples to be
registered to this location and data in removed data roots will not be returned in search results.

Data root 'C:\Command Console'Data’ contains Default System Folder 'C:\Command Console'Data Default' and cannot be deleted. If vou
need to delete this Data root. change the Default System Folder first.
Change Default Folder

Available Data Roots
" C:\Command_Console'Data2
© C:\Command_Console'New_Root

Remove

The Remove Data Root page displays a list of the data roots available to GCC.

Note: You cannot delete the default data root. You must assign default status to
another data root before deleting the current default data root. For more
information, see "Specifying a default folder" on page 90.
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2. Select the radio button next to the data root.
3. Click Remove.

IMPORTANT! Deleting a data root in GCC does not delete the actual root directory or data files
in Windows.

Using projects to organize data

A project is a label assigned to a Data Root or sub-folder that can be used to organize
Sample and data files. If you assign a project name to a Data Root or sub-folder, all
the Sample and data files in that folder are assigned that project name. Any child sub-
folders of that project folder are assigned the project name, as well. A project name
can be assigned to multiple Data Roots or sub-folders, in order to group data on
multiple folders together.

Project folders enable you to organize your data. After organizing data into projects
you can:

e Display data grouped by project
e Search on data limited to a project

e (Create a spreadsheet listing the Sample (ARR) files assigned to the project. The
list can be reviewed as a summary of the project information or used to edit the
Sample (ARR) file content using Batch Edit.

The Projects functions provide tools for:
e "Managing Projects"
e "Copying files"

Managing Opening the Manage Projects page

Projects ¢ From the Administration menu, select Project Manage.
The Manage Projects page opens (Figure 69).
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Figure 69 Manage Projects page

Search Files By: |AmayName v

HOME DATA SAMPLES ADMINISTRATION HELP

(Use * for wildcard) Bl Advanced Search [©)]

Create New Project 4
el cormmand_consolsiData

Build37EUL32a [Builld37EUL3Za]
efault [Dafault]

Select where you would like the project to go by clicking on the tree view on the left.

¢ Matiarty Lab [Dr Morisrky] Create new project Cancer
v Sraith Lab [Dr Smith]
[ Jtancer [cancer 1, Dr Smith]

in the 'C:\Command_Console\Data'Dr Smith Lab\Cancer' folder

v Watson Lab [Data] Create subfolder in the 'C:\Command_Consele'Data'Dr Smith Lah'Cancer' folder
acos 1.3 [Ge0s 1.3]

[(Haroup Manage existing projects &
[Fprusz (pius2

Select Project:

Alzhei mer 1 v

Delete | project name. This deletes the project name only. The data and folders are not deleted,

Root folders in the 'Alzheimer 1' praject

Add 'C:\Command_Console'Data'\Dr Smith Lab'Cancer' folder to the 'Alzheimer 1' project
Folder Primary Delete
G\ Command_ConsolelDatalDr Watson
LablAlzheimer r x

The page has a folders list on the left side, similar to the one in the Folder View page.

The work area on the right has controls that allow you to:
¢ Create a new sub-folder.
e Assign a project name to a folder.

¢ Designate a primary folder for a project.
e Add or delete folders for a project.

Creating a project
The Create New Project controls of the Manage Projects page enables you to:

¢ Assign a previously created Data Root or sub-folder to a project
e Create a sub-folder and assign it to a project.

Figure 70 Create New Project controls

Create New Project &

Select where you would likke the project to go by clicking on the tree wiew on the left.
Create new project | i the 'C:\Command Console'Data’ folder

Create subfolder i the 'C:\Command Console'Data’ folder

Creating a sub-folder and project

1. From the Administration menu, select Project Manage.
The Project Management page opens. (Figure 71)
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Figure 71 Manage Projects page

Search Files By:
HOME DATA | SAMPLES ADMINISTRATION HELP

(Use * for wildcard) B Advanced Search @

STl cammand_consolaDats
DBUi\dﬁ?EU13ﬁa [Build37EUL33a]
[ psfaute [pefaut]
[Eor Merisry Lab [or Mariarty]
S Jor Smith Lab [Dr Srmith]

[ Jcancer [cancer 1, Dr $mith]

o watsen Lab [oata]
[ecos 1.2 [acos 1.3
[Graup
sz rr1usz]

Create New Project 4
Select where you would like the project to go by clicking on the tree view on the left

Create  new project Cancer

Create subfolder

Manage existing projects

Select Praject:

Delete | project name. This deletes the project name only. The data and folders are not deleted.

Root folders in the 'Alzheimer 1' project
Add 'C:\Command_Console'Data\Dr Smith Lab\Cancer' fclder to the 'Alzheimer 1' project
Folder Primary Delete

Ci\Cammand_Cansale\DatalDr Watson r )
Lab\alzheimer

i the 'C:\Command_Console'Data‘Dr Smith Lab\Cancer' folder

it the 'C:\Command_Console'Data'Dr Smith Lab\Cancer' folder

2. In the Folders tree, select the Data Root or sub-folder where you want to create
the new sub-folder and Project. (Figure 72)

Figure 72 Folder selected as location for new sub-folder

EI--C:"-,Cnmmand_Cnnsnle"-.Data
EEI--E.uiIdS?EI.llaaa [Build2FEUL22a]

----D efault [Default]

EI--Dr Watson Lab [Data]

-_JdGroup
[ pius2 [Plus2]

D Morarty Lab [Dr Morarty]

Cancer [Cancer 2, Dr Mariarty]
Cr Srnith Lab [Dr Smmith]

Izheimer [Alzheimer 1, Data]
Schiznphrenia [Data]
lacos 1.3 [Goos 1.3]

3. Enter a sub-folder name in the Create Subfolder window (Figure 73), then click
Create.
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Note: The name of the location folder is entered automatically in the New Project text
box. Ignore this if you do not want to use the same name for folder and project.

Figure 73 Entering name of new sub-folder

Create New Project ki
Zelect where vou would like the project to go by clicking on the tree view on the left.

Create new project Dr Moriarty Lab i the 'C:\Command_Console'Data\Dr Moriarty Lab' folder

Create subfolder Schizophrenis| i the 'C:\Command_Console'Data\Dr Moriarty Lab' folder

The new sub-folder appears in the Folders list (Figure 74).

Figure 74 New sub-folder created

EI--'C MvCormmand_Console\Data
|Build27EUL22a [Build27EUL22a]

t "Default [Cefault]

: D Morarty Lab [Dr Morarty]
--Cancer [Cancer 2, Dr Mariarty]

: "Lchhiznphrenia

"Dr Srith Lab [Dr Smith]

|Dr Watsan Lab [Data]

: [FJacos 1.3 [ecos 1.3]

--LjGrnup

"F"Iu52 [Flusz]

4. Select the folder that you created in the previous steps in the Folder list.

The folder name appears in the New Project box and the path to the folder
appears. (Figure 75)

Figure 75 Project name entered

Create New Project k|

Zelect where vou would like the project to go by clicking on the tree view on the left.

i the 'C:\Command_Console'Data\Dr Moriarty Lab'Schizophrenia'

Create ject Schizophreni
NEW Projec chizophrenia folder
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5. Enter a new project name, if desired, and click Create.
The selected sub-folder has a project label assigned to it. (Figure 76)

Figure 76 New sub-folder with project label assigned

EI--ﬂjC:"-,Cu:urnmand_Cu:unEDIe"\Data
“ |Buildz7EULE3a [Build3TEUL1334]
; |Default [Default]

|Crr Moriarty Lab [Dr Mariarky]

--|__|G roup

--F'Il_|52 [Plusz]

You can also assign a project label to a previously created sub-folder by:

1. Selecting the sub-folder in the Folders list

2. Entering a Project name in the New Project box and clicking the Create New

Project button.

Managing existing projects

The Manage Existing Projects controls of the Manage Projects page (Figure 77)

enables you to:

¢ Add an existing sub-folder to a previously created project.

e Specify a Primary sub-folder for a project with multiple sub-folders. A Primary
sub-folder functions as the default folder for the project. The Primary sub-folder

cannot be deleted.
e Delete sub-folders that are not Primary sub-folders.
¢ Delete a selected Project.

Note: This deletes only the Project label. The sub-folders and files are not

deleted.
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Figure 77 Manage Existing Projects controls
Manage existing projects &
Select Project:
| Schizophrenia v|
Delete  project name. This deletes the project name only. The data and folders are not deleted.
Root folders in the 'Schizophrenia' project
Zelect the folder you would lke to add to the project by clicking on the tree wiew on the left.
Folder Primary Delete
Ci\Command_ConsolebData\Dr Watson "
LabhSchizophrenia
E;}J(\:;:;:'\Z’\:::Fei?:sole\Data\Dr Moriarty r ®
Adding an existing sub-folder to a previously created project
1. Select the project from the Select Project drop-down list (Figure 77).
2. Select the sub-folder to be added in the Folders list.
Note: You can assign a sub-folder to more than one project.
The Add button appears with the path of the selected folder (Figure 78).
Figure 78 Add button with path
Manage existing projects
Select Project:
| Schizophrenia v|
Delete  project name. This deletes the project name only. The data and folders are not deleted.
Root folders in the 'Schizophrenia' project
Add 'Ci\WCommand Console'Data'Dr Smith Lab'lental Olness' folder to the 'Schizophrenia’ project
Folder Primary Delete
E;}J(\:;:;:'\Z’\:::Fei?:sole\Data\Dr Watson r ®
E;}J(\:;:;:'\Z’\:::Fei?:sole\Data\Dr Moriarty r ®
3. Click Add.
The selected sub-folder is added to the Projects Folder list (Figure 79).
83
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Figure 79 Folder added to Projects Folder list

Root folders in the "Schizophrenia' project
=elect the folder vou would like to add to the project by clicking on the tree wiew on the left

Folder Primary Delete
CivCormmmand_Consale\Data\Dr Watson r b
Labh\Schizaphrenia

CivCormmmand_Consaole\Data\Dr Moriarty |_ b
Lab\Schizophrenia

Cil:"-,C-:urnrnand_C-:unsu:-Ie"-,Data"-,Dr Srnith Lab\Mental i

Illness

Projects with multiple folders will have one folder specified as the primary folder.
When files are assigned to the project during registration, they are placed in the
Primary folder for the project. The Primary folder cannot be removed from the project;
you must designate another folder as the Primary or delete the entire project.

Designating a primary sub-folder for a project

1. Select the project from the Select Project drop-down.

The folders associated with the project are displayed in the Project Folder list
(Figure 79).

2. For the folder you want to designate as primary, click the Primary check box.
The folder is designated as the primary folder.

Removing sub-folders from a project

1. Select the project from the Select Project drop-down.

The folders associated with the project are displayed in the Project Folder list
(Figure 79).

2. Click the red X for the folder you want to remove.

The sub-folder is removed from the project.

Note: You cannot remove primary folders from the project using this method.
Designate another folder as primary or delete the entire project, as described
above.

Deleting a project
1. Select the project from the Select Project drop-down.

The folders associated with the project are displayed in the Project Folder list
(Figure 79).

2. Click the Delete Project Name button.
The project is deleted.

Note: This deletes only the Project label. The sub-folders and files are not
deleted.
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Generating reports and summaries

Generating
reports for
selected sample
files

You can generate:

* Reports for selected Sample Files.
¢ A summary report file for the Sample files in a Project.

You can generate a report file in a tab-delimited text format on selected Sample (ARR)
files, which you can then view in a text editor or spreadsheet program.

You can also create a Batch Edit file for the selected sample (ARR) file. See "Creating
the batch edit file" on page 145 for more information.

Generating a report for selected Sample files

1. Select the Sample files from the:
e Folder view page
¢ Project view page
e Search Results page

2. Fromthe Command to Select drop-down (Figure 80), select Create Report from
Selected Arr files link.

Figure 80 Create Report command

Command to Run | <Select a command= w

=3elect a command=
Copy Selected Files
Probe Create Report From Selected ARR Files
ode Pos Array Date M|Create Batch Edit File From Selected ARR Files
Type Change Prabe Array Type

The report is created and the Summary page opens (Figure 81).

Figure 81

Summary page

Search Files By: @ |Arey Name | | | (Use * for wildcardy B Advanced Search @
HOME DATA SAMPLES ADMINISTRATION HELP

Generate Summary of Sample Files 4

Report file '<Desktop>\Downloads\Report_5.rpt' was created successfully.

The page displays the location and file name of the report.
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The report file can be viewed in a text editor or spreadsheet program.

You can create a report for the Sample (ARR) files in a project.

The report can be used to review data.

Generating a Project Summary

1. From the Administration menu, select Projects —» Summary.
The Generate Summary page opens.

2. Select the project you want a report on from the drop-down list.

3. Click the Create button.
The Summary page displays the name and location of the generated report.
The report file can be viewed in a text editor or spreadsheet program.

The Copy Files function enables you to select files and place a copy of those files to
a new location.You can select:
e The Sample (ARR) files in a project.
e Selected Sample (ARR) files in:
— Folder view page
— Project view page
— Search Results page
This can be useful for giving other users access to data.

Projects are described in "Using projects to organize data" on page 78 of this manual.

Note: You can copy to any folder you have access to, as you are not limited to copying
files only to a Data Root or sub-folder.

Copying files associated with a project

1. From the Data menu, select Copy Project.
The Copy files page opens. (Figure 82)
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Figure 82 Copy Files page
Search Files By: |Araytame | {use * for wildcard suffir) B Advanced Search

|HOME |DATA |SAMPLES |ADMINISTRATION |HELP

Copy Files

Copy Files allows you to place a copy of the files associated with a project to a new location.

This can be useful for giving other users access to data. You can select different file types for copying:
+ Sample (ARR)

« Audit

+ Inage (DAT)

« Intensity Data (CEL)

+ Probe level summarization (CHP)

=R 10 Destination C:\Command_Conzole\hore_Data (Example C:\Temp)
[_Jarchive
[d4rchive_calvin_Dacs_03_16 R
Elcache Select the project that you want to copy. | 800513 I

Include these file types

W Sample (ARR) files

™ Audit (ATUDIT) files

W Tmages (DAT) files

W Intensity Data (CEL) files

[ Probe Level Summarization (CHP) files

¢ alvin_Canfigurations
¢ alvin_Docs
[aCalvin_wa
[derndeans

=-[dcammand_Cansale

[dCenfiguration

[apats

[aDataz

[aDstax i

[Fluidics

[diobs

Bt Status from cmrent or last attempted copy.

BlLog: Status From To

[AMigrstionCache Copy i g g CACommand_Console\Data\New_Project?
——— Complete CiCommand Console\Data\Build37EU 1 33a\Build37ET133a ARR\BuﬂdB?EUlBBa BT

CaMew_Root Copy CA\Command Console'Data\Mew Project3
T Complste CACommand_Console\Data\Bulld37EU 133a\Build37EU133a CEL \Build37ET1 33 CEL

[dsimData Copy i ; ; CACommand_Conscle\Data\lNew_Project3
Pt Complete CiCommand Console\Data\Build 37EU 133a\Build37EU 1332 DAT \Buld37ET 1 334 DAT

[IDEC_Test_Files

[dDecurments and Settings

2. Select a destination folder from the Folders List, or

Enter the path to the destination folder in the Destinations box.

3. Select a project for copying from the Projects drop-down.
4. Select the file types you want to copy:

e Sample (ARR)

e Audit

¢ Image (DAT)

¢ Intensity Data (CEL)

* Probe level summarization (CHP)

e The file types are described in "File types" on page 56.
5. Click Copy.

The progress of the transfer is displayed in the Status window.
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Figure 83 Status window
Status from cwrent or last attempted copy.
Status From
Copy

C\Command_ Console'\DataVGC O3S 1. 3\abede ARE.
Complete
Copy CACommand_ConsolelDatdGCOS 1 3zhil ARR
Complete - Y
Copy CACeommand_Console\Dat\GCOS 1. 3GC0S 1.3.ARR
Complete
Copy C\Command_ConsoleData\GCOS 1.3\GCOS 1.3.CEL
Complete
Copy :

C\Command_Console’\Data\GCOS 1 3klmin ARE
Complete -
Copy C\Command CongolelData\GC O3 1.3
Complete Wew_Sample_File ARE
Copy C\Command_ConsoleData\GCOS 1. 3oparst ARR.
Complete
Copy :

Cl\Command Console’\Data\3CO3 1. 3\ 8ample] ARE
Complete -
Copy CiCommand_Console\Datad\GCOS 1.3\ ampled, AR,
Complete

To

H\Zommand Ceonsele'Data\ew Projectlabode ARE.
HACommand Console\Data'Mew_Project'fghy ARE

H\Command Console'Datadlew_ProjectlGC0OS 1.3 ARE
HyZommand Censele'Dataew ProjectGCOS 1.3.CEL

HA\Command Censole'Data'MNew_Projectidmin ARE

HA\Command Console'Datadlew_Projectllew_Sample File ARE

H\Command Console'Datallew Projectloparst ARE
HA\Command Console'Datalew_ProjectiSamplel ARE

H\Command Console'Datalew_ Project\Sampled ARE.

Copying selected files

1. Select the Sample files from the:
¢ Folder view page
* Project view page
e Search Results page

2. From the Command to Select drop-down, select Create Report from Arr files

in List link.
The Copy files page opens (Figure 84).

GeneChip™ Command Console™ (GCC) User Guide

88



Chapter 4 Portal and data organization @& &
- [k
Copying files St

Figure 84

Copy Files page

|HOME |DATA |SAMPLES |ADMINISTRATION |HELP

Copy Files

+ Sample (ARR)

+ Audit

« Tmage (DAT)

+ Intensity Data (CEL)

Er e il

Copy Files allows you to place a copy of the files associated with a project to a new location.
This can be vseful for giving other users access to data. Tou can select different file types for copying

+ Probe level summarization (CEHP)

Destination

Files to be copied;

(Estample CTemp)

ICACommand_Censole\DataNew_Project3\Build37EU133a ARR. i
IC:\Command_Console\DataBuild37EU133a\Build37EU 133 ARR.
IC\Command_Censole\Data'Build37EU 133\ Build37EU 1332 CEL
IC\Command_Censole\Datallew_Preject3\Build37EU133a.CEL
ICACommand_Ceonsole\Data'Build37EU133a\Build37ETU 1332 CHP
IC:\Command_Console\Datalew Project3\Build37EU133aDAT
IC\Command_Clensole\Data'Bulld37EU 1332\ Build37EU133a DAT
IC\Command_Console\Data'Build37EU133a\Build37EU133a_AbshlaskScalng CHP
ICACommand_Censole\Data'Builld37EU 133a\Build37EU133a_AbsProbelMask CHP
IC:\Command_Console\DataBuild37EU133a\Build37EU133a_ComMaskScaling CHP
IC\Command_Censole\Data'Buld37EU133a\Build37EU133a_ComProbelMask. CHP
IC\Command_Console\Data\Build37EU133a\Build37EU133a_copy. DAT
ICACommand_Ceonsole\Data\Build37EU133a\dsf ARR. !

Copy

Status from cwrent or last attempted copy.

Status From To

Siﬁ.yplm CiCommand_ConsoleDaralGCOS 1. 3abede ARR. HA\Command_Console'Dataillew_Projectiabede ARR.
gzzlete CiCommand_ConsoleDara\GCOS 1. 36ehij ARR H\Command_Consols\DataNew_Projectifehij ARR
gz:ﬁ;me CiCommand_ConsoleDarlGCOS 1 HGCOS 1.3 ARR. H\Command_Censole\Datallew_ProjectiGCOS 1.3 ARR
Cop . i . s zomr Tn . LT M T 12 omT

Select a destination folder from the Folders List, or

Enter the path to the destination folder in the Destinations box.

Review the Files to be copied list.

Click Copy.

The progress of the transfer is displayed in the Status window (Figure 85).

Figure 85 Status window

Status from cmrent or last attempted copy.

Status
Copy
Complete

Copy
Complete

Copy
Complete

Copy
Complete

Copy
Complete

Copy
Complete

Copy
Complete

Copy
Complete

Copy
Complete

From

Ci\Command Console'DataWGCOS 1.3\ abede ARR
CA\Command_Console'DataV3COS 1.3\ ghij] ARR
Ch\Command_Console'Data\3COS 1.31GC0O3E 1.3 ARR
CiCommand Consele'DataVGCOS 1.33WGC0O3 1.3.CEL

CA\Command Console'DataV3COS 1. 3Wkdmin ARE

Ch\Command Congole\DataGCO3 1.3
Wew_Sample_File ARE

CiCommand Console'DataV3COS 1.30parst ARR
Ch\Command Console\Datal3COS 1.3\ 8ample1 ARE

Ch\Command Console\Datad3CO3E 1.3\ ampled ARE.

To

HyZommand_ Conscle\Datalllew Projectiabode ARER
HACommand_ Console\Data\INew_Project\fghij ARE

HA\Command Console\Data\Mew_ProjectiGCO3 1.3 ARR
HyCommand Conscle\Datallew Project\GCO3 1.3.CEL
HA\Command_ Console\Data\lew_Projectiklmin ARE
HA\Command Console\Datalew_Projecttlew_Sample File ARE
HyCommand Console\Datallew Projectioparst ARE.
HA\Command Console\Data'Mew_Project\Samplel ARE

HA\Command Console\Data\Mew_Project\3ampled. ARE.

GeneChip™ Command Console™ (GCC) User Guide

89



Specifying a default folder

Chapter 4 Portal and data organization
Specifying a default folder

The Default folder is used as a destination folder for data when:

¢ Performing Drop and Scan.

e Scanning data for an array for a Sample (ARR) file located on another computer,

connected through a network.

See Appendix A, "Networking" on page 338 for more information on the Network

functionality of GCC.

When GCC is installed, C:\Command Console\Data\Default is used for the

default folder.

You can change the Default folder if you want.

Changing the Default folder

1. From the Data menu, select Default Folder.

The Set Default Folder page appears. (Figure 86)

Figure 86 Set Default Folder

Search Files By: | Anay Name (v

|HOME |DATA |SAMPLES |ADMINISTRATION |HELP

(use * for wildcard suffix) Bl Advanced Search

Set Defanlt Folder

The Default folder is used for scan data when:
+ Performing Drop and Scan
+ Scanning <data for an array for a Sample (ARR) file located on another computer, connected through a network,

[Blc cemmand_censoleData
[Bllc s command_CansaleiMare_Dats Current Default Felder: CACommand_ConscleData
a-llccammand_consale\ien_Raot Set

A Folder list is displayed on the left side of the page. The right side displays the

current default folder and the selection controls.

2. Select a folder from the Folder list. You can select a data root or a sub-folder.

3. Click Set.
The selected folder is used for the Default folder.
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Uploading data to network data storage

You can create Sample (ARR) files on any data root your GCC system has access to,
including network data storage. However, you cannot create DAT files over a network
connection to network data storage; instead, the DAT files are created in the Default
folder on the local computer. This is done to protect the DAT file from any problems
related to the networks, so that an array can always be scanned successfully even
when a network is unreliable.

The Upload Data function can be used to automatically transfer DAT, CEL, and other
files from the Default folder to the network data storage where the Sample (ARR) file
is located. Upload Data is useful when you want to consolidate data from different
workstation computers onto one network data storage site.

The use of the Data Upload function is explained in:

e "Uploading data manually" on page 94
e "Scheduling auto-uploads" on page 96

The Overview section below provides information on why you may want to use the
Upload Data function.

Overview You can create Sample (ARR) files on any data root your GCC system has access to,
including network data storage.

However, you cannot create DAT files over a network connection to network data
storage; instead, the DAT files are created in the Default folder on the Scanner
Workstation computer (Figure 87). This is done to protect the DAT file from any
problems related to the networks, so that an array can always be scanned
successfully even when a network is unreliable.
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Figure 87 Creating DAT and CEL files on the Scanner Workstation Default Folder

Scanning the Array on the Scanner Workstation

GCC Scanner Workstation

a0 i

Scan the array using the Scanner Workstation. Since  GCC cannot create a DAT file over a Windows network, the DAT and CEL file will be
created on the Scanner Workstation Data Root.

Windows Network Data Storage
Network

r'— Scanner Workstation

Data Root Network Data Root
|_] Default Folder

|_] Researcher Folder
% Image (DAT) File(s)
i Tissue Type B Array 1.DAT E Sample (ARR) File
I Tissue Type B.ARR
Intensity (CEL) File( The DAT file on the Scanner Workstation Data
E Tissue Type B Array 1.CEL Root is linked with the Sample (ARR) file on the
Network Data Root.

Physical Array Name
Tissue Type B Array 1

=" Audit File
— Tissue Type B Array 1.Audit

The Upload Data function can be used to automatically transfer DAT and CEL files
from the Default folder to the network data storage where the Sample (ARR) file is
located (Figure 88). Upload Data is useful when you want to consolidate data from

different workstation computers onto one network data storage site.
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Figure 88 transferring the DAT and CEL files using the GCC Upload Data function

Transferring the DAT and CEL Data with GCC Data Upload

Network Data Storage

Windows
Network

GCC Scanner Workstation

<

Finally we move the DAT and CEL file to the same folder as the ARR file on the Network Data Root using the CC Upload Data function

= Network Data Root

Scanner Workstation
Data Root
[ Researcher Folder

'i' Sample (ARR) File
Tissue Type B.ARR

ﬁ Physical Array Name

[j Default Folder

Tissue Type B Array 1

J Image (DAT) File

I Tissue Type B Array 1.DAT

Intensity (CEL) File
E Tissue Type B Array 1.CEL

— Audit File
Tissue Type B Array 1.Audit
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Uploading data 1. From the Data menu, select Upload Data.
manually

The Upload Data page is displayed. (Figure 89)
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Figure 89 Upload Data page

Search Files By: [ [ArayName | | | (Use * for wildcard) B Advanced Search @
HOME DATA SAMPLES ADMINISTRATION HELP
Upload Data &
Upload Data moves DAT, CEL, CHP and JPG files in the default folder or any subfolder of the default folder to the same location where
the sample (.ARR) file is located. When a sample file is on a network share (example \\server\path\) the DAT, CEL, PG and optionally
CHP files will be created locally in the default folder.
A new window opens with info on the files to be uploaded. (Figure 90)
Figure 90 Data for uploading displayed
Search Files By: @ |Aray Name | | | (Use * for wildcard) Bl Advanced Search ]

HOME DATA SAMPLES ADMINISTRATION HELP

Upload Data 4

Upload Data moves DAT, CEL, CHP and JPG files in the default folder or any subfolder of the default folder to the same location where
the sample (.ARR) file is located. When a sample file is on a network share (example \\server\path\) the DAT, CEL, JPG and optionally
CHP files will be created locally in the default folder.

[ Files to upload ” Select All ” Unselect All ” Start Upload l

12 Files available for upload. 12 Selected. Sorted by 'From' Ascending

9
3
:

To Status

C:\Command_Console\Data\Default\Sample_11_(HG-U133A_2).CEL  \\shares\SantaClara\Personal\rallso\AGCC_Data\Other_Data Not Started
C:\Command_Consols\Data\Default\Sample_11_(HG-U133A_2).0AT \\shares\SantaClara\Personalirallsc\AGCC_Data\Other_Data Not Started
C:\Command_Console\Data\Default\Sample_11_(HG-U133A_2).JPG  \\shares\SantaClara\Personal\rallso\AGCC_Data\Other_Data Not Started
C:\Command_Console\Data\Default\Sample_12_(HG-U133A_2).CEL  \\shares\SantaClara\Personalirallsc\AGCC_Data\Other_Data Not Started
C:\Command_Console\Data\Default\Sample_12_(HG-U133A_2).DAT \\shares\SantaClara\Personalirallso\AGCC_Data\Other_Data Not Started
C:\Command_Console\Data\Default\Sample_12_(HG-U133A_2).JPG  \\shares\SantaClara\Personalirallsc\AGCC_Dats\Other_Data Not Started
C:\Command_Console\Data\Default\Sample_12_(HG-U133A_2)_2.CEL \\shares\SantaClara\Personal\rallso\AGCC_Data'\Other_Data Not Started
C:\Command_Console\Data\Default\Sample_12_(HG-U133A_2)_2.DAT \\shares\SantaClara\Personalirallsc\AGCC_Data\Other_Data Not Started
C:\Command_Console\Data\Default\Sample_12_(HG-U133A_2)_2.JPG \\shares\SantaClara\Personalirallso\AGCC_Data'\Other_Data Not Started
C:\Command_Console\Data\Default\Sample_14_(HG-U133A_2).CEL  \\shares\SantaClara\Personalirallsc\AGCC_Data\Other_Data Not Started

C:\Command_Console\Data\Default\Sample_14_(HG-U133A_2).DAT \\shares\SantaClara\Personalirallso\AGCC_Data\Other_Data Not Started

EEEEEEEEEREEAE

C:\Command_Console\Data\Dafzult\Sample_14_(HG-U1334_2).J°G  \\shares\SantaClars\Parsonalirallso\AGCC_Data\Other_Dats Not Started

The page displays a list of data files in the Default folder that are associated with

a Sample (ARR) file on a network drive:

From Current location and file name.
To The file destination (location of the Sample (ARR) file).
Status The current status of the move.
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2. Click Start Uploading to upload the files to the locations.
A notice informs you that the move is in progress. (Figure 91)

Figure 91 Move in progress

Search Files By: B [AmayName v | | (Use * for wildcard) B Advanced Search D
HOME DATA SAMPLES ADMINISTRATION HELP
Upload Data 4

Upload Data moves DAT, CEL, CHP and JPG files in the default folder or any subfolder of the default folder to the same location where
the sample (.ARR) file is located. When a sample file is on a network share (example \\server\path\) the DAT, CEL, JPG and optionally
CHP files will be created locally in the default folder.

Upload is Running. 4 of 12 successfully uploaded, 0 warnings, 0 errors. Sorted by 'From' Ascending

Uploading file 5 of 12 3%

Erom To Status
C:\Command_Console\Data\Default\Sample_11_(HG-U133A_2).CEL  \\shares\SantaClara\Parsonalirallsc\AGCC_Data\Other_Data\Sample_11_(HG-U133A_2).CEL Upload Complets
C:\Command_Console\Data\Default\Sample_11_(HG-U133A_2).DAT  \\shares\SantaClara\Personal\rallsc\AGCC_Data\Other_Data\Sample_11_(HG-U133A_2).DAT Upload Complete
C:\Command_Consols\Data\Default\Sample_11_(HG-U133A 2).JPG  \\shzres\SantaClara\Personalirallso}\AGCC_Data\Other_Data\Sample_11_(HG-U133A_2).1°G Upload Complate
C:\Command_Console\Data\Default\Sample_12_(HG-U133A_2).CEL  \\shares\SantaClara\Personal\rallse\AGCC_Data\Other_Data\Sample_12_(HG-U133A_2).CEL Upload Complete
€:\Command_Console\Data\Default\Sample_13_(HG-U123A_2).DAT \\shares\SantaClara\Personal\rallso\ AGCC_Data\Other_Data\Sample_12_(HG-U122A_2).DAT In progress...
C:\Command_Console\Data\Default\Sample_12_(HG-U133A_2).JPG  ‘\shares\SantaClarz\Personzlirallso\AGCC_Dats\Other_Dats Hot Started
C:\Command_Console\Data\Default\Sample_12_(HG-U133A_2)_2.CEL ‘\shares\SantaClara'\Personalirallso\AGCC_Data\Other_Data Mot Started
C:\Command_Console\Data\Default\Sample_12_(HG-U133A_2)_2.DAT ‘\shares\SantaClarz\Personzlirallso\AGCC_Dats\Other_Dats Hot Started
Ci\Command_Console\Data\Default\Sample_12_(HG-U133A_2)_2.JPG ‘\shares\SantaClara\Personal\rallso\AGCC_Data\Other_Data Mot Started
Ct\Command_Console\Data\Dafault\Sample_14_(HG-U133A_2).CEL  ‘\shares\SantaClarz\Parsonzl\rallso\AGCC_Data\Other_Dats lot Started
C:\Command_Consols\Data\Default\Sample_14_(HG-U133A_2).0AT  ‘\shares\SantaClarz\Personzlirallso\AGCC_Dats\Other_Dats Hot Started
C:\Command_Console\Data\Default\Sample_14_[HG-U123A_2).]JPG V\shares\SantaClara\Personalirallso\AGCC_Data\Other_Data Mot Started

The status of the move is displayed in the lower part of the page, with a list of the
files that have been transferred and their status.

When the upload is finished, the status is displayed in the page. (Figure 91)

The uploaded files can be seen in their new location. (Figure 92)

Figure 92 Data in new location

. ‘ -
Search Files By: [ [Aray Name | | | (Use * for wildcard) B Advanced Search ® =2
HOME DATA SAMPLES ADMINISTRATION HELP
Current Folder: \\shares\SantaClara\Personal\rallso\GCC_Data\Other_Data Sorted by 'File Name'
SIS\ shares\santaclaratparsonal, “Open ) ¢ AddSubfolder | Rename
[+ _pata (HT_Data]
[Tlother_pata [other_pata] View |Default | {Customize File filter | Show v | {Customize
c:\Command_Console\Data
[EJeatch ragister Test [satch Register Test] 1) Files, 0 Selected ( SelectAll ) { UnselectAll) C vd to Run [<Select a command v
[_JlceLandcHPAGCCTarmat
: o+ Probe
|checked_SNP: " D Probe 5
[Hchecksd_stps Selected File Name —];::)m:ﬁ Arvg:.e Barcode *h?.:“be, E:tgatnon Array Date Modified A
[Fpefautt (pataul] Name  Name Number Date Type
[Eor Moriarty [Dr Moriarty] .
[pro_n_scan [Drop_n_Scan] Sample_11_ -
. D ﬂSam le 11.ARR Other_Data (HG- @52006500461817101308401416533711 4014165 10/13/2008 8/4/2008 10:36:25 AM
{_JFor_Rich U1334_2) U133A_2
[ Jrorpanny_2 Sample_11_ -
0O \E Sample 11 (HG-U133A 3).CEL  Other Data (HG- @52006500461817101308401416533711 4014165 10/13/2008 )T, , 8/4/2008 10136151 AM
[ Amitovz U133A_2) -
{_new samples % Sample_11_ =
O Sample 11 (HG-U133A 2).0AT Other_Data [HG- @52006500461817101308401416533711 4014165 10/13/2008 T2, , 8/4/2008 10:36:35 AM
[FJr=connact_cEL_CHP [Reconnact_CEL_CHP] Ui3zA_2) :
[EJRaconnact_DaT_CEL [Reconnact_DAT_CEL] ﬂ Sample_12_ -
D Sampls 12.ARR Other_Data (HG- @52006500461817101308401416533712 4014165 10/13/2008 U133A 2 8/4/2008 10:40:47 AM
[Reseq (ReSeal U133A_2) =
e 02 Sampla_t2_ .
see D lﬁ Sample 12 (HG-U133A 2).CEL  Other_Dats (HG- @S52006500461817101308401416533712 4014165 10/13/2008 :fBE)\ 2 8/4/2008 10:38:59 AM
[ Jreseq_o3 U133A_2) -
estore_Drop_an can [Restore_Drop_anc Sample_12_ -
BR i B D g Sample 12 (HG-U133A 2).DAT Other_Data (HG- @52006500461817101308401416533712 4014165 10/13/2008 :‘1333)\ 2 8/4/2008 10:38:46 AM
{_Jsups_pata U133A_2) -
Cuniversal E Sample_12_ He-
O Samole 12 (HG-U133A 2) 2.CEL Other_Data (HG- @52006500461817101308401416533712 4014165 10/13/2008 |05 , 8/4/2008 10141113 AM
U1334_2) -
Sample_12_ e
O ﬁ Sample 12 (HG-U133A 3) 2.DAT Other_Dats (HG- @52006500461817101308401416533712 4014165 10/13/2008 )T ., , 8/4/2008 10:40:58 AM
u13zA_2) =
=l mals 1

GeneChip™ Command Console™ (GCC) User Guide 95



Chapter 4 Portal and data organization
Uploading data to network data storage

54
NG|

N/
ST200

»
)
1

2

Scheduling auto- The Data Uploader Scheduler enables you to run the Data Upload automatically on a
uploads schedule you determine.

1. Click the Data Uploader icon & in the Launcher.
The GCC Data Uploader Scheduler window opens. (Figure 93)

Figure 93 GCC Data Uploader Scheduler,
Task tab.

Task ]Schedule] Settings]

ﬁ £ WINDOWSAT asks\GCE Data Uploader job

Browse. ..

Start i |

LComments: ‘

Fun as: NT AUTHORITYASYSTEM Set password...

™ Run only if logged on
[v Enabled [scheduled task runs at specified time]

ak. | Cancel
The dialog box has three tabs:
e Task
e Schedule
e Settings

The Task tab enables you to set the options for the task itself.
2. In the Run box, enter the path to the file to be run as a scheduled task.
Use quotation marks around the task path if the path includes spaces.

3. Enter information in the Start In box on the location of the folder with the task or
other necessary files.

4. Use the Comments box for notes about the task.
5. In the Run As box, enter the user account for running the scheduled task.

Specify user account (must be the same account used for the GCC Services, with
permissions on both the computer and the remote storage location).

6. Enter the password for the user account:
a. Click Set Password.
The Set Password dialog box opens (Figure 94).
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Figure 94 Set Password dialog box

Pazsword: ||

Confirm password: |

(] 8 | Cancel |

[\
e

b. Enter and confirm the password for the user account and click OK in the Set

Password dialog box.
7. Select other options:
¢ Run only if logged on.
e Enabled (scheduled task runs at specified time).
8. Click the Schedule tab to set up the schedule for the upload.
The default setting is to run the upload function daily at 2 AM.

Figure 95 Schedule tab with settings for daily
task

Task  Schedule ] settings]

ﬁ A 2:00 AM svery day, starting 8/1/2008

Schedule Task: Start time:
+| | zo0aM = Advanced..
Schedule Tazk Daily

Every m dapls]

™ Show multiple schedules.

(] 8 | Cancel |

The Schedule tab (Figure 95) provides options for setting the schedule.
9. Select a period for performing the task from the Schedule Task drop-down.
You can schedule the task to run:
e Daily
e Weekly
e Monthly
¢ Once
e At System Startup
¢ At Logon
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The options for task schedule change with the time period (Figure 96).

Figure 96 Settings for Weekly task

Schedule Task: Start time:
k 1:01 PM ~ Advanced...
Schedule Task ‘Weekly
Every |1 le week[s]on: v Mon [~ Sat
[~ Tue [~ Sun
[~ ‘wed
[~ Thu
[~ Fii

Click Advanced Options (Figure 97) to set Start/Stop dates and to specify how often
to repeat the task.

10. Enter a time for the task to start in the Start time box.

Figure 97 Advanced Schedule Options

dialog box
Start Date: | Fiday 012008 |
™ End Date: | J
[ Bepeat task
| =| I~
,7_
| S
(] 8 | Cancel |

11. You can enter multiple schedules:
a. Select the Show Multiple Schedules check box.

A schedule drop-down list appears at the top of the tab screen with New and
Delete buttons.
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Figure 98 Multiple schedules

Task  Schedule ] settings]

Schedule Task: Start time:
| Daily x| | 300aM = Advanced..
Schedule Tazk Daily

Every m dapls]

(] 8 | Cancel |

b. Click New to create a new schedule.

c. Set the schedule using the Schedule Task controls, as described in steps 9
and .

d. Click Delete to delete a scheduled task.
12. Click the Settings tab.

Figure 99 Settings tab

Task ] Schedule Settings]

Scheduled Task Completed
[~ iDelete the task i it iz not scheduled to run again;

W Stop the task if it res for. |72 L hourz]|0 JZ:I minute(s).

Idle Time
[~ Only start the task if the computer has been idle for at least:
4: minute(s]
I the computer haz not been idle that long, retry for up to:
4: minute(s]

[ Stop the task if the computer ceases to be idle.

Power Management

[ Don't start the task if the computer is running on batteries.
™ Stop the task if battery mode begins.

[ Wake the computer to run this task.

(] 8 | Cancel |

The Settings tab (Figure 99) enables you to set options for the upload:

¢ Scheduled Task Completed: Use these to set the options for a task that is only
running once.
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e |dle Time: Use these to start the task only if the computer has been idle for a
specified period of time

¢ Power Management: Use these to set the options for power management if
using a laptop.

13. Click OK when you have finished setting the task, schedule, and settings
options.

The task is scheduled and will run at the set times.

When the scheduled time comes, the Upload Utility window (Figure 100) appears on
your desktop and shows the progress of the upload.

Figure 100 Upload utility running

WINDOWS\System32'svchost.exe
Uploader utility 1.8

Loading list of files to upload from the folder ‘C:\Command_Console\Data\Default.

12-§iles available for Upload

uploaded. warnings.

uploaded. i

uploaded.

uploaded.
successfully uploaded. warnings.

You can set up the GCC Email Configuration Editor to notify you when the Upload
Utility runs or if problems arise. See Appendix E, "Notification e-mails" on page 367
for more information.
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Creating and editing
sample (ARR) files

Sample Registration is the first step in the recommended array processing workflow,
as shown in Figure 101.

Figure 101 Array processing workflow

GCC Array Processing
Workflow

Register Sample(s) and Assign
Arrays in Sample (ARR) files

l

Hybridize Array(s) and Sample (not
performed by GCC for Cartridge Arrays)

l

Perform Wash and Stain operations on
array(s) in Fluidics Station

l

Scan Probe Array and
Save Image Data in DAT files

d

Review grid alignment and perform
manual gridding if necessary

d

Analyze Cell Intensity Data and
Generate Analysis Data in CHP files

For information on scanning arrays without registering them first, see "Drop and scan"
on page 206.

This chapter describes the following options for creating Sample files and registering
arrays:

"Detailed sample registration" on page 104
"Quick sample registration" on page 120
"Batch registration" on page 125

"Sample prep plate registration” on page 131
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e "GeneTitan array plate registration" on page 135
You can also edit previously created Sample (ARR) files

e "Editing files and copying attributes" on page 110

e "Adding a barcode to a sample file" on page 142

e "Batch editing" on page 144
For information on selecting a Sample Registration method, see "Registering samples
and arrays" on page 25.

See "Introduction to sample registration" for an introduction to the types of
information that can be collected in a Sampile file.

Introduction to sample registration

To get the most out of GCC, you need to understand the types of information that are
collected in the Sample file, as described below:

e ‘"Information in the sample file", below

e "Characters allowed in GCC" on page 104

Information in the  In GCC, the samples are the beginning of the data chain for a given experiment. The
sample file sample information is stored in a Sample file with an ARR extension.

The Sample (ARR) file collects two types of information:

e Sample Attributes: information that you can use to interpret the experimental
data. It can include information about the sample itself, the experimental
conditions, or other information you may find useful.

¢ Array Information: Information about the array(s) used with the sample. More than
one array can be associated with the sample. This might be useful for making
sure that data from products that contain more than one array remain related or
to help describe experiments that use replicates.

Sample attributes
There are two types of attributes in GCC:

- Template Attributes, which have the attribute name, data type and other
information specified in a template.

— For more information on creating and managing templates, see "Working with
templates" on page 328.

— User Attributes, which are created individually during registration.
Each attribute in a template is assigned one of the following data types:
e Text: Text string
¢ Number: Integer or floating point number
¢ Date: Calendar data
e SingleSelect: Presents a list of items for the user to choose
User Attributes may be Text, Number, or Date data types.
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Beta Versions of GCC included other deprecated data types which are no longer
available, such as:

¢ Integer

¢ Floating Point

e MultiSelect

The data type determines the type of value that can be entered, and the types of
comparisons that can be performed during an Advanced Search.

Array information

The Sample file also contains information about the array(s) used with the sample.
More than one array can be associated with the sample. This is useful for tracking
replicates; in addition, it can be used to simplify tracking data for multi-chip arrays,
such as 500K arrays.

Each array is assigned an array name during registration. The array name is used to
identify the DAT, CEL, and CHP data files that are generated during analysis.
(Figure 102)

Figure 102 Sample File with associated arrays and data files

§ sample File (sample.ARR
With Sample Attributes

Array name: FirstArray : Array name: SecondArray ) :
ﬂ (used forDAT, CEL, and CHP files): ﬂ (used forDAT, CEL, and CHP files) :

[T mmeess 4 1"

L I

% DAT File (FirstArray.DAT) J DAT File (SecondArray.DAT)

I— ﬁ CEL File (FirstArray.CEL) L ﬁ CEL File (SecondArray.CEL)

i _

CHP File (FirstArray.CHP) CHP File (SecondArray.CHP)

The array information includes:

e Array Name
* Probe Array Type
¢ Barcode
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You can only use a certain set of characters in GCC Sample File names, Folder
Names, Project Names, and Array Names:

These names can contain:

¢ Basic Latin letters (A-Z, a-2)

¢ Digits (0-9)

e Spaces

* The following set of punctuation marks: '#$ % &' () +,-.;=@[]~_"{} ~
These names cannot use the following characters: \/:*? " < 5|
International characters are not allowed.
Sample attribute names can contain:

¢ Numbers

o Letters

¢ |International characters

¢ The following set of punctuation marks: ' #$ % & ' () +,-.;=@[]~_\/ "~
Sample Attribute names cannot contain any of the following characters: {}:*? " <> |

Sample attribute values of Text type can contain any characters.

Detailed sample registration

The Detailed Sample Registration page enables you to register a single sample and its
associated cartridge arrays, along with any sample attribute you want to include. You
can use templates to determine which attributes need to be entered for registration,
and you can add user attributes that are unique to that sample.

You cannot register a GeneTitan System array plate using the Detailed Sample
Registration (use "GeneTitan array plate registration”, described on on page 135).You
can add a cartridge array to a previously created array plate Sample file with the
editing functions of the Detailed Sample Registration.

For more information see "Creating a new sample file".
The page can also be used for:

e Editing previously created Sample files
¢ Renaming a Sample file and/or the Array name
¢ Copying the attribute data over to a new file
¢ Adding physical arrays to an existing Sample (Arr) file
For more information, see "Editing files and copying attributes" on page 110.
If you have edited or deleted templates and attributes, you may need to change the

attributes in a Sample file when you try to edit it. For more information, see "Sample
attributes conversion" on page 115.
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Creating a new 1. From the Samples menu, select Register.
sample file The Detailed Sample Registration page opens (Figure 103).

Figure 103 Detailed Sample Registration page

Search Files By: @ [Aray Name V] | | (Use * for wildcard) B Advanced Searc
HOME DATA SAMPLES ADMINISTRATION HELP
Detailed Sample Registration 4

Selected Project: M| |
Sample File Name (Required): |

Project and File
Name

Add Sample Attributes from Templates (Optional)

Sample Attributes Select | | Options
Select a template from the list and click "Select" to add attributes from that template to this sample. Click "Options" to change which
from Templates X

to use for this sample.

Additional Sample Attributes (Optional)
Click "Add" to add other information in addition to any attributes added from the templates.

Name Type Value
Additional Sample Delete Add
Attributes
(In the previous table, enter the Name and Value for your additional information; for example, if you wanted to collect a comment, y
set the Name to "Comment" and the Value to "Here is my comment.")
Arrays Wl Derive array names from the sample file's name.
Barcode Probe Array Type (Required) Array Name (Required)
O I v]
Arrays i Expiration Probe Array Position:
Lot Number: Date: N/A
Delete Add

Click "Add" to add an array to this sample file. To remove an array, select a check box next to an array and click "Delete".
Checking "Derive array names from the sample file's name" will make the Array Names (which are used as base file names for DAT, C
CHP files) to be based on the Sample File Name.
Entering or scanning a barcode will automatically set the Probe Array Type, if you have installed the appropriate library files. (The Bar
not a required field.)

Save Cancel

The Detailed Sample Registration page has four sections:

* Project and File Name (at the top of the page)

e Sample Attributes from Templates

e Additional Sample Attributes

e Arrays list
2. Select a Project from the drop-down list (optional) (Figure 104).
3. Enter a name in the Sample File Name box (Figure 104).

Figure 104 Entering Project and File Name

Selected Project: @

Sample File Name (Required): |Brain_03 |

The Sample Attributes from Templates section displays a list of the attributes in
the Default template when the page is first opened. See "Managing default
templates" on page 335 for more information.
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You can:

e Enter attribute values for the Default template (see Step 6 on page 107).

¢ Add and remove templates with additional attributes (optional —see Step 4,
below).

Figure 105 Sample Attributes from Templates

Add Sample Attributes from Templates (Optional)
TestA

gender (Required): ‘Single‘ie\ect

age (Required): Numberl:|
tissue type: Text|
s o
Select a template from the list and click "Select” to add attributes from that template to this sample. Click "Options" to change
which templates to use for this sample.

4. To add Templates, use one of the following options:
¢ Select the template from the drop-down list and click Select (Figure 106); or

Figure 106 Template List

Add Sample Attributes from Templates (Optional)

TestA
gender (Required): SingIeSe\ect

age (Required): Number| ]

tissue type: Text| |

¥ Seled Options
the list and click "Select" to add attributes from that template to this sample. Click "Options" to change

MIAME Sample Information >
EEA— (O o sample.
Toot

e (Click Options to open the Template Select page. (Figure 107) Note: You can
also use the Template Select page to delete templates from the Sample (ARR)

file.

Figure 107 Template Select page

Search Files By: ) [Aray Name | | | (Use * for wildcard) B Advanced Search @

HOME DATA SAMPLES ADMINISTRATION HELP

Templates: Selea Cancel

MIAME Sample
Information

Sample Attributes

Moriarty Field Name Required Type Value
TestA
Template: TestA
gender Yes SingleSelect
age Yes MNumber
tissue type MNo Text

Template: Moriarty

Patient Height Yes MNumber
Patient Weight Yes MNumber
Date of Death Mo Date
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The Template Select page displays a list of the available templates on the left
side.

The right side displays a list of the attributes in the selected templates.

— Select the template(s) you want to use.

— Review the attributes in those templates in the Sample Attribute list.

— Click Select to add selected templates to the Sample (ARR) File.

The Detailed Sample Registration page returns with the attributes in the selected
template(s) displayed (Figure 108).

Click Cancel to return to the Detailed Sample Registration page without adding
templates.

Figure 108 Added Templates

Add Sample attributes from Templates (Optional)

TestA X .
gender (Required): SingleSelect M « \ Click to delete

selected template and

age {(Required): MNumber 45
tissue type: Text all attributes
Moriarty ®
Patient Height (Required): MNumber
Patient Weight (Required): MNumber
Date of Death: Date
¥ Selea Options

Select a template from the list and click "Select" to add attributes from that template to this sample. Click "Options" to change
which templates to use for this sample.

5. To delete a selected template and all its attributes, click the red X at the top of
the template’s attribute list (Figure 108).

6. To enter values for the Template Attributes:
a. Enter values for the text, numerical, and date attributes.

b. Select values from the drop down lists for the SingleSelect attributes
(Figure 109).

Figure 109 Entering values for the sample attributes

Add Sample Attributes from Templates (Optional)
TestA ®
gender (Required): SingleSelect M v
age (Required): Nurnber
tissue type: Text
Moriarty ®
Patient Height (Required ): MNumber
Patient Weight {(Required): MNurmber
Date of Death: Date
3 Select Options
Select a template from the list and click "Select" to add attributes from that template to this sample. Click "Options' to change,
which templates to use for this sample.

7. Add user-defined attributes to the Sample by using the Additional Sample
Attributes list:

a. Click Add under the Additional Sample Attributes list.
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An empty line appears in the list. (Figure 110)

Figure 110 Additional Sample Attributes list after adding new field

Additional Sample Attributes (Optional)
Click "&dd" to add other information in addition to any attributes added from the templates.

MName Type Yalue
O | | [ren ] \

Delete Add

(In the previous table, enter the Name and Yalue for your additional information; for example, if you wanted to collect a
comment, you might set the Name to "Comment" and the Yalue to "Here is my comment.')

b. Enter the attribute name and value.

c. Select an attribute type for the user attribute:
e Text: text string
e Number: Floating point or Integer
¢ Date: Calendar data

The attribute type determines the sorts of comparisons you can perform
during an advanced search. For more information, see "Sample
attributes" on page 102 and"Advanced search" on page 67.

d. Repeat to add more attributes.

The Arrays list (Figure 111) enables you to assign an array or set of arrays to the
Sample (ARR) files.

Figure 111 Arrays list

Arrays w| Derive array names from the sample file's name.
Barcode Probe Array Type (Required) Array Name (Required)
[] [252006371150046161701308401416533711 | [ R ~ |
Lot Number Expir.ation Eﬁ\be Array Position:
N/A Date:
N/A
Delete Add

Click "Add" to add an array to this sample file. To remove an array, select a check box next to an array and click "Delete".
Checking "Derive array names from the sample file's name" will make the Array Names (which are used as base file names for DAT
based on the Sample File Name.

Entering or scanning a barcode will automatically set the Prabe Array Type, if you have installed the appropriate library files. (The
field.)

You can include the following information on the array(s):
e Barcode (optional)
e Array Type
e Array Name
To assign an array to the Sample (ARR) file:
1. Enter the barcode (optional):
Enter the barcode using the keyboard; or
a. Click in the Barcode field.
b. Use the barcode reader to scan in the barcode on the array. (Figure 112)
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Figure 112 Reading the array barcode

The reader reads and sends the barcode to the Barcode field.

Note: You can use custom barcodes to register an array in Detailed Sample
Registration.

The array’s lot number and expiration date are displayed below the barcode
(Applied Biosystems barcodes only).

Probe Array Position is an attribute for the GeneTitan System array plates
and is not applicable to cartridge arrays.

2. Select the array type.

Note: If you are using Applied Biosystems barcodes, the array type is
selected automatically after the barcode is entered. If you are using custom
barcodes, you must select the array type manually.

The Derive array names from sample names check box is selected by default
and an array name is created by linking:

e The Sample file name entered in the first set of steps
e The array type
¢ Incremental numbers added if necessary to distinguish arrays

Figure 113 Arrays list with array entered

Arrays W Derive array names from the sample file's name.
Barcode Probe Array Type (Required) Array Name (Reg;
[] [p52006371150046181701308401416533711][ v
irati Probe Array Position:
Lot Number: Explr.atlon N/A v
N/A Date:
N/A
Delete Add

Click "Add" to add an array to this sample file. To remove an array, select a check box next to an array and click "Delete".
Checking "Derive array names from the sample file's name" will make the Array Names (which are used as base file names for DAT,
Entering or scanning a barcode will automatically set the Probe Array Type, if you have installed the appropriate library files. (The Bz

o
«
{ X
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3. If you want to enter a different array name:
a. Deselect Derive array names from sample names check box.
b. Enter the name in the Array Name column.
To register additional arrays:
4. Click Add Array.
An empty line appears in the list. (Figure 114)

Figure 114 Array list with second array added
Arrays Derive array names from the sample file's name.
Barcode Probe Array Type (Required) Array Name {Required)
O |@52006500461817101308401416533711 HG-U1334_2 -
firid Probe Array Position:
Lat Mumber: EXD"@“O” N/A i
4014165 Dty
10/13/2008
O -
. Expiration Probe Array Position:
Lot MNurmber: Date. N/A
Delete Add

The line enables you to enter data on an array.
5. After you have entered arrays, click Save.

A Sample file has been successfully saved message appears. (Figure 115)
6. Click OK.

Figure 115 Sample File
Saved notice

1 E Sample File saved successfully,
L

Editing files and You can use the Detailed Sample Registration to:
copying attributes . g4t gata in the Sample (ARR) file

¢ Rename the Sample (ARR) file

¢ Change the Array name in the Sample file

e Copy attributes over to a new file

Opening the Detailed Sample Registration page for a Sample file
e Click the Sample file link in the Folder View or Search Results pages.

¢ While displaying information about a Sample file in the Project view, click the
Open button.

If there are template and attribute discrepancies, the Sample Attributes
Conversion page will open.
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See "Sample attributes conversion" on page 115 for more information about
what you should do.

There are additional controls in the page when you have opened a previously created
Sample file.
The Rename button enables you to change the name of the Sampile file or array.

The Save As button copies the sample attribute and array type information over to a
new Detailed Registration page which can be used to create a new file.

If you have made changes in a template used for the array file since creating the array
file, you will see a notice and the Update button at the top of the Detailed Sample
Registration page.

Figure 116 Warning message and Update button

Detailed Sample Registration 4 - C:\Command_Console\Data\Dr Moriarty\brain_03.ARR

WARNING: Either the template associated with the selected Sample file is missing, or the "type" (Text, Number, Update | X
etc.) for one or more of the attributes in a template has changed since the Sample file was created.

Sample File Name {Required): Rename Save As

Click the Update button to review the differences between the attributes and to
correct the problem.

See "Sample attributes conversion" on page 115 for more information.

Editing the sample attributes in a sample file
1. Open the Sample file in the Detailed Sample Registration page.
2. Edit the attributes as desired.

Note: You cannot edit the barcode or array type information after an array has
been scanned.

3. Click the Save button.

A notice that the Sample file has been successfully saved appears in a dialog
box. (Figure 117)

Figure 117 Sample File
Saved notice

1 E Sample File saved successfully,
L

Renaming the sample file

IMPORTANT! If the Derive Array Name from Sample File check box is selected, changing the
Sample file name will require changing the names of all the data files associated with the Sample
file.
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Renaming a Sample (ARR) file

Open the file in the Detailed Sample Registration page.
2. Click the Rename button next to the Sample File Name at the top of the page.

3. The Sample name can now be edited, and the Save button at the bottom of the
page is replaced by the Rename button.

4. Enter a new name for the Sample file.
5. Make other changes as necessary.
6. Click Rename.

The Rename Sample File page opens with list of the DAT and CEL files that will
be renamed. (Figure 118)

Figure 118 Rename Sample page

Search Files By: E] [avsyname v | | (Use * for wildcard) B Advanced Search ®
HOME DATA SAMPLES ADMINISTRATION HELP

Rename Sample File

You are about to rename the sample file - C:\Command_Console'Data'Dr Moriarty'Brain 03 ARR_
Renaming a sample file automatically renames associated GRD, JPG and Cell Summary Report files (if they exist), as well as the followmg list of files:

C:\Command_Console'Data\Dr Moriarty'Brain 03_(HG-U133A_2)DAT
C:\Command Console'Data' Dr Moriarty'Brain 03_(HG-U133A 2).CEL
C:\Command_Console'Data\Dr Moriarty' Brain_03_(HG-U133A_2) AUDIT

Do vou want to rename the sample file?

Yes No

7. Click Yes to rename the sample file.
The page displays a list of the files with the new names. (Figure 119)

Figure 119 Rename Sample File page with notice of changed data files

Search Files By: Hl [areyneme v | | (Use * for wildeard) B Advanced Search @
HOME DATA SAMPLES ADMINISTRATION HELP

Rename Sample File

Renaming sample file generated the following messages:

C:\Command Console'Data'Dr Moriarty' Brain 03_(HG-U133A_2) AUDIT was renamed to
C:\Command Console'Data'Dr Moriarty'Cerebrum_03_(HG-U133A_2) AUDIT.
C:\Command Console'Data'Dr Moriarty' Brain 03_(HG-U133A_2) DAT was renamed to
CCommand Console'Data'Dr Monarty'Cerebrum_03_(HG-U133A_2)DAT.
C:\Command Console'Data'Dr Moriarty' Brain 03_(HG-U133A_2).JPG was renamed to
C:\Command_Console'Data'Dr Moriarty'Cerebrum_03_(HG-U133A_2).JPG.
C:\Command Console'Data'Dr Moriarty' Brain 03_(HG-U133A_2) CEL was renamed to
C:\Command Console'Data'Dr Moriarty'\Cerebrum 03 (HG-U133A 2).CEL.

Changing the array name(s) for a sample file

Changing the array name for a sample file results in renaming all the data files
associated with the array.
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This can be done while editing or renaming a file.

Renaming the array name(s) for a Sample file

Open the Sample file in the Detailed Sample Registration page.
Deselect the Derive array names from sample file name check box.

Click in the Array name column of the array you want to rename.
The Rename Notice appears. (Figure 120)

Figure 120 Rename notice

1 E Changing the array name, will change the array names in all of the files associated with this array.
L

4. Click OK and edit the Array Name(s).

5. Click Rename or Save in the Detailed Sample Registration page.

The Rename Arrays page opens with a list of the files that will be renamed.

Figure 121 Rename Arrays page

Search Files By: [ [ArsyName v ] |

| (Use * for wildcard) B Advanced Search D

HOME DATA SAMPLES ADMINISTRATION HELP

Rename Arrays

You are about to modify array names in the sample file - C:\Command Console'Data\Dr Moriarty\Cerebrum 03 ARR.
Modifying an array's name automaticallv renames associated GRD, JPG and Cell Summary Report files (if they exist), as well as the following list of files:
C:Command Console'Data'Dr Moriarty'Cerebrum_03_(HG-U133A_2)DAT
C:Command Console'Data Dr Moriarty'Cerebrum_03_(HG-U133A_2) CEL
C:Command Console'Data'Dr Moriarty'Cerebrum_03_{(HG-U133A_2) AUDIT

Do you want to rename Arrays?

Yes No

6. Click Yes to rename the arrays and the data files.
The page displays a list of the files with the new names. (Figure 122)
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Figure 122 Rename Arrays page with notice of changed data files

Search Files By: | [arsyname v | | (Use *for wideard) B Advanced Search @
HOME DATA SAMPLES ADMINISTRATION HELP

Rename Arrays

Renaming array names generated the following messages:

\Command_Console'Data' Dr Moriarty'\Cerebrum_03_(HG-U133A_2) AUDIT was renamed to
\Command Console'Data'Dr Moriarty'\Cerebrum 03 AUDIT.

\Command_Console'Data Dr Moriarty\Cerebrum_03_(HG-U133A_2) DAT was renamed to
\Command_Console'Data\Dr Moriarty\Cerebrum 03 DAT.

\Command_Console'Data Dr Moriartv'\Cerebrum_03_(HG-U133A_2) JPG was renamed to
\Command Console'Data'Dr Moriarty\Cerebrum_03.JPG.

\Command_Console'Data Dr Moriarty'\Cerebrum_03_(HG-U133A_2) CEL was renamed to
\Command_Console'Data'Dr Moriarty'Cerebrum_03.CEL.

Qoonanan

Copying file data over to new Sample (ARR) file

Open file in Detailed Sample Registration page.
2. Click the Save As button by the Sample File Name box.

The Sample File Name becomes editable and the Barcode information for the

arrays is erased.

Note: The Save As button is not available for GeneTitan System sample files.

Enter a name for the new Sample file.

Edit the Sample Attribute information if desired.
Enter new Array Type and Barcode information.
Click the Save button.

The Sample File Saved notice appears. (Figure 123)

2 e

Figure 123 Sample File
Saved notice

1 E Sample File saved successfully,
L
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You may see the Sample Attributes Conversion page when you try to open a Sample
file for editing.

The Sample Attributes Conversion page appears when there is a discrepancy
between the properties of an attribute in the Sample file and the properties of the
attribute as defined in the current template.

Attribute conversion may be necessary if any of the following changes have been
made in a template:

e The attribute has been deleted from the template.

¢ The entire template has been deleted from GCC.

¢ The data type for the attribute in the template is different from the data type in the
Sample file.

The page displays the attributes with discrepancies and the conversion that will be
applied to correct the discrepancy. Depending upon the type of discrepancy, the
attribute will either:

e Be converted to a user attribute, with Text type.
e Have its attribute type changed to match the template.

Applying the conversions
1. Review the conversions in the Original Attribute and Converted Attribute lists.
The details are described in:
e "Deletion of attribute or template" on page 115
e "Change in attribute type" on page 117
2. Click Yes in the Sample Attributes Conversion page.
The Detailed Sample Registration page opens with the Sampile file displayed.

The converted attributes will be displayed in the Detailed Sample Registration
page, but the conversions will not be applied to the Sample file until you:

3. Click Save in the Detailed Sample Registration file.
The changes will be applied to the Sampile file.

The attribute conversion may affect how you search for Sample files using that
particular attribute in the Advanced search page. The sections below describe this in
more detail.

For more information about templates and data types, see:

e "Sample attributes" on page 102
e "Working with templates" on page 328

Deletion of attribute or template

If the attribute has been removed from the template, or if the entire template has been
deleted, the attribute in the Sample file will be converted to a user-defined Sample
attribute. (Figure 124)
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Figure 124 Attribute deleted from template (converted to user attribute)

Original Attribute Converted Attribute
Template Name Type Value| |Template Name Type
Sept_Template Age Number 35 - Age [Sept_Template] Text
Sept_Template Disease name Text tumor - Disease name [Sept_Template] Text

Do you wish to continue with the conversion and edit the Sample file?
Yes No

This is indicated by the blank cell in the Template column for the converted attribute.
The new user attribute name will use the original attribute name with the original
template name in square brackets to indicate the source, as in the example
Disease Status [Sept Template].

In case of a name conflict, the new user attribute will have an underscore-number (_1)
added to the attribute name:

Disease Status 1 [Sept Template]

The user attribute will be listed in the No_Template attribute list in the Select Template
drop-down list of the Advanced Search page. (Figure 125)

Figure 125 Advanced Search: selecting a user
attribute from the No Template list

Step 2: Specify sample attributes to filter the search results

Select Template Select Attribute Select Comparison

r | No Template v| Disease status [S¢|W | Equal to: v|
a [test]
Delete A Azzay Type
Automation Flag
' Results must matcl Somment ted attributes

| Disease status [Sept |
" Results can match |Experiment Date (Dstted attributes
Experiment Date [Te
Sample Date (Date)

Step 3: Specify optiiSamele Dat= (Text) jearch results
Sample Name

Sample Project

Type of results to gsmp:i L‘”‘”E Limit results to the Projects:,
smple User =
return; Tissue [July_Templst — All Projects and Data Roots —
Treated ;:Izheimer 1
DAT :snoer l

If other Sampile files still have the original template attribute, the template will be listed
in the Select Templates list. (Figure 126)
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Figure 126 Advanced Search, Unconverted
attributes in template attribute list

Step 2: Specify sample attributes to filter the search results

Select Template Select Attribute Select Comparison

[T || Sept_Template | || Disesse name (T:|%| | Equal to: w
Age (Number) (previc)
Delete .Y Diccase name (Text)

' Results must match ALL of the selected attributes
" Results can match ANY of the selected attributes

When doing an advanced search, if you want to find Sample files having the previous
attribute type and the current attribute type, you will need to select both attributes in
the Select attributes section. (Figure 127)

Figure 127 Advanced Search, specifying converted and unconverted attributes

Step 2: Specify sample attributes to filter the search results

Select Template Select Attribute Select Comparison Enter Value(s)
" | |McTemplate  |a || Age [Sept_Temp|w || Equal to: v |30 {use * for wildcard)
[T | Sept_Templste |w || Age (Number) (pr s | | Greater than: w25
Delete Add

" Results must match ALL of the selected attributes
* Results can match ANY of the selected attributes

For more information about performing searches, see "Advanced search" on page 67.

Change in attribute type
Each attribute in a template is assigned to one of the following data types:

e Text: Text string

¢ Number: Integer or floating point number

e Date: Calendar data

¢ SingleSelect: Presents a list of items for the user to choose

Beta Versions of GCC included other data types which are no longer available, such
as:

¢ |Integer
¢ Floating Point
e MultiSelect

The data type determines the type of value that can be entered, and the types of
comparisons that can be performed during an Advanced Search.

In this case, the results of the Attribute conversion depends upon the original attribute
data type and the new attribute data type in the template.

e |[fthe datatypes are compatible, the sample attribute will be converted to the new
data type.
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The Sample Attributes Conversion page shows the old and new attribute data
types. (Figure 128)

Figure 128 Conversion details

QOriginal Attribute Converted Attribute
Template Name :I'y'pe Req:ured Value |Template 0 Name Type Reqlured// Attribute type changed in template
Default Diagnosis Code  Number Mo 20 Default Diagnosis Code Text No
Default  Parents Living SingleSelect  No Yes -- Parents Living [Default] Text  No  No|___ Atribute deleted from template

New Attributes from Templates

Template Name Type  Required Value
Default Toxin Exposure SingleSelect

If the data types are not compatible, the existing sample attribute will be added as a
user attribute with the text data type.

This gives you the option of manually transferring the attribute value to the new
template attribute and deleting the added user attribute.

The attributes are converted according to the rules in the table below.

Table 1 Conversion rules

Old Sample File Data | New Template Attribute data | Results

Type type
Text Number The attribute is converted to user attribute.
Date The attribute is converted to user attribute
SingleSelect Attribute type converted if it matches to one of the
items in the Selection list; otherwise the attribute is
converted to user attribute.
Number Text Attribute type converted.
Date Attribute is converted to user attribute.
SingleSelect Attribute is converted to user attribute.
Integer and Float (no Number Attribute type converted.
longer supported)
Text Attribute type converted.
Date Attribute is converted to user attribute.
SingleSelect Attribute is converted to user attribute.
Date Text Attribute type converted.
Number Attribute is converted to user attribute.
SingleSelect Attribute is converted to user attribute.
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Table 1 Conversion rules

Old Sample File Data | New Template Attribute data | Results

Type type

SingleSelect Text Attribute type converted.
Number Attribute is converted to user attribute
Date Attribute is converted to user attribute

MultiSelect (no longer | Text Attribute type converted.

supported)
Number Attribute is converted to user attribute
Date Attribute is converted to user attribute
SingleSelect Attribute is converted to user attribute

If the sample attribute has the data type changed, you will be able to find the attribute
listed for the template in the Advanced Search screen. (Figure 129)

Figure 129 Advanced search, selecting new
attribute type

Step 2: Specify sample attributes to filter the search results

Select Template Select Attribute Select Comparison

[ || cancer_o1 || Age || Equal to: w
Age
Delete A Disgnosis Date
Disease State
' Results must matcl Gender rted attributes
Height
" Results can match |Tissus Involved ted attributes

Weight (Number) {cur]
Weight (Mumber) {pre|
Step 3: Specify optiiWeight (Text) (previctearch results

If the attribute type is changed, but it remains in the template, the type of comparisons
you can perform when searching for the attribute may change.

If converted to a user attribute, you will need to select the attribute from the No
Template list in the Specify Sample Attributes section of the Advanced search
(Figure 130).

Figure 130 Advanced Search: selecting converted
attributes from a template

Step 2: Specify sample attributes to filter the search results

Select Template Select Attribute Select Comparison

[~ | Ccancer_o1 W || Age || Equal to: w
Age
Delete A Disgnosis Date
Disesse State
' Results must matcl Gender rted attributes
Height
" Results can match |Tissus Involved ted attributes

Weight {Mumber) {cur

Weight (Mumber) {pre|
Step 3: Specify optiiWeight (Text) (previctearch results

If other Sampile files still have the original attribute type, the attribute will be listed with
both the old and new attribute types.
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¢ The current attribute type in the template will have (current type) appended to the
attribute name

¢ The previous attribute type will have (previous type) appended to the attribute
name.

When doing an advanced search, if you want to find Sample files with the previous
attribute type and with the current attribute type, you will need to select both attributes
in the Select attributes section. (Figure 131)

Figure 131 Advanced Search, specifying converted and unconverted attributes

Step 2: Specify sample attributes to filter the search results

Select Template Select Attribute Select Comparison Enter Value(s)
[~ || cancer_o1 + | | Diagnosis Date % | | Before date: ~ | 1/1/2007 :ﬁ
[T | Mo Template + | | Dlagnesis Data [ | | | Equal to: v (use * for wildcard)
Delete Add

" Results must match ALL of the selected attributes
™ Results can match ANY of the selected attributes

For more information about performing searches, see "Advanced search" on page 67.

Quick sample registration

The Quick Sample Registration enables you to create a set of Sample (ARR) files
quickly with the following basic information for the Sample and Array:

* Probe Array Type

e Sample File Name and Array Name

¢ Project

e Barcode (optional)

Barcodes and sample attributes can be added later on using various editing options.
For more information, see "Adding a barcode to a sample file" on page 142 and "Batch
editing" on page 144.

Both the Sample (ARR) file and the array name will have the same value when using
Quick Sample Registration. As an example, Sample1ARR will have a physical array
entry called Sample1.

You can create up to 48 Sample (ARR) files (one AutoLoader carousel’s worth) at a
time.

Note: This function works best for registering arrays that are not part of a set. If your
array set contains an A and B array then use Register or Batch Register to create
sample files (ARR). In addition, you cannot use Quick Sample Registration to register
arrays for GeneTitan MC instrument.

Creating a set of Sample files with basic information

1. From the Samples menu, select Quick Register.
The Quick Sample Registration page opens. (Figure 132)
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Figure 132 Quick Sample Registration page

Search Files By: H [ray name VH ‘ (Use * for wildcard) B Advanced Search @
HOME DATA SAMPLES ADMINISTRATION HELP

Quick Sample Registration O &
(Define Samples > Confirm * Finish

Step 1: Select the number of Sample (.ARR) files to create:
Number of sample files (ARR)) to create :

Step 2: To assign a project or Probe Array Type to all Samples use Drop downs (optional step) [
Project - Probe Array Type :

Step 3: Add Details. |
*Required information: Probe Array Type, Sample File Name and Project

Optional information: Barcode
Array Name will be derived by concatenating the Sample File Name and the Probe Array Type
Barcode Probe Array Type* Sample File Name* Project™
Delete

Next

2. Select the number of Sample (ARR) files to create. (Figure 133)

=
*.
(N

You can add up to 48 arrays (an AutoLoader Carousel’s worth) during one quick

registration operation.

Figure 133 Drop-down list

Search Files By: H [arsyname v ‘ | (Use * for wildcard) B Advanced Search D
HOME DATA SAMPLES ADMINISTRATION HELP
Quick Sample Registration @ &
Define Samples > Confirm * Finish
Step 1: Select the number of Sample (.ARR) files to create: [
Number of sample files (ARR) to create : v
~
Step 2: To assign a project or Probe A; 1 Cype to all Samples use Drop downs (optional step) &
Project - Probe Arraz :
2
Step 3: Add Details.
*Required information: Probe Array Type ; le File Name and Project
Optional information: Barcode 5
Array Name will be derived by concatena 13 = Sample File Name and the Probe Array Type
Barcode P12z Array Type* Sample File Name* Project™
13
Delete bt
1‘; || Next
18
19
20
21
2
22
=
28
23 v

e Select a number from the drop-down list.
Blank array information lines appear in the Array list. (Figure 134)
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Figure 134 Add Details section with added rows

Step 1: Select the number of Sample ((ARR) files to create:
Number of sample files (ARR) to create -

Step 2: To assign a project or Probe Array Type to all Samples use Drop downs (optional step)
Project : Probe Array Type: b

Step 3: Add Details.
*Required information: Probe Array Type. Sample File Name and Project

Optional information: Barcode
Array Name will be derived by concatenating the Sample File Name and the Probe Array Type
Barcode Probe Array Type* Sample File Name* Project™
o| [ | v
Lot Number: Expiration Date:
=] u | v
Lot Number: Expiration Date:

3. Set default values for all projects and/or probe array types (optional):

Figure 135 Set Defaults

Step 2: To assign a project or Probe Array Type to all Samples use Drop downs (optional step) |

Project : Probe Array Type : v

~
Step 3: Add Details [l o complexsumGen: g
*Required information: Probe Array Type. Sample ATH1-121501 ct
Optional information: Barcode ;’;Zﬂiiﬁlsf'éu”
Array Name will be derived by concatenating the S8ovine the Probe Array Type

Citrus

Barcode Gitrus,_SNP Array Type* Sample File Name* Project™
o ‘ :cm‘ag\"ausmsss 3 ‘ o toriery |l
_coli_2

i - R
Lot Number: Expiration Date: | o_ . wigesne_s

O] horems o L W [or Merery ]
HE-U132_Plus_2
HG-U133A
Delete HG-U133B
HT_HG-U1324
HuEx-1_0-st-ta1
Mepping250K_Nsp ext

Lot Number: Expiration Date:

Mapping250K_Sty
Mitochip_2
Mouse430_2

Mouse431
SCID20v1r520186
TAG_3

Test2

Test3_bans v

a. Select a project for the Project drop-down list.
b. Select a probe array type from the Probe Array Type drop-down list.
The selected projects and probe arrays appear in the Array list. (Figure 136)

You can change the values for any sample file later on. Selecting these options
will not erase your previously entered values for probe array type and project.
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Figure 136 Add Details section with default probe array and project selected

Step 2: To assign a project or Probe Array Type to all Samples use Drop downs (optional step)

Project: Probe Amay Type :

Step 3: Add Details.
*Required information: Probe Array Type. Sample File Name and Project

Optional information: Barcode
Array Name will be derived by concatenating the Sample File Name and the Probe Array Type
Barcode Probe Array Type* Sample File Name* Project™
F ‘ | Heut33a 2 > | Dr Moriary %
Lot Number: Expiration Date:
0 ‘ [He-u13za_z v\l Dr Meriarty v
Lot Number: Expiration Date:

4. (Optional) Enter the barcode using the keyboard; or
a. Click in the Barcode box.

b. Hold a GeneChip probe array in front of the barcode reader and squeeze the
trigger for approximately four seconds until you hear a beep.

Note: You can use custom barcodes to register an array in Quick Sample
Registration. Also, the array’s lot number and expiration date are displayed
below the barcode (Thermo Fisher Scientific barcodes only).

5. Enter a name for the Sample (ARR) file and the Array name (used for the DAT,
CEL, and CHP files).

6. Change the project or probe array type using the individual drop-down lists in the
list.

Figure 137 Sample names entered

Step 3: Add Details. [
*Required information: Probe Array Type, Sample File Name and Project

Optional information: Barcode
Array Name will be derived by concatenating the Sample File Name and the Probe Array Type
Barcode Probe Array Type* Sample File Name* Project™
il [He-u13za_z ~| |Dr_smith_01 D Morisrty | v
Lot Number: Expiration Date:
0| | Heut33a 2 > [Dr_smitn_o2 Dr Moriarty |
Lot Number: Expiration Date:

7. To delete Sample (ARR) files you do not want:
a. Select the check box in the row.
b. Click Delete.
8. Click Next.
The Confirm page opens. (Figure 138)
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Figure 138 Confirm page

Search Files By: H [arsyname v ‘ | (Use * for wildcard) B Advanced Search D

HOME DATA SAMPLES ADMINISTRATION HELP
Quick Sample Registration 4

Define Samples > Confirm ? Finish

Sample From Row Status

1 File C:\Command_Console'Data Dr Moriarty' Dr_Smith 02 ARR already exists and will not be recreated.
2

2 Sample Dr_Smith_03 is of array type HG-U133A_2 and will be saved to project Dr Moriarty

If you have errors but wish to continue registering only the valid records click the Next button and only the valid records will created. Or vou may make
corrections.

Next

The page displays the status of the sample files, indicating any errors that would
prevent the registration.

These errors can include

e Same Sample (ARR) file name

¢ Missing file name

e Other conflicts with previously registered arrays

If errors appear for certain sample files, but other sampile files are correct, you

can click the Corrections link to return to the Quick Sample Registration page
and correct the errors.

9. Click Next to register the valid sample (ARR) files.
The Finish page appears. (Figure 139)

Figure 139 Quick Sample Registration Finish page

Search Files By: H [arsyname v ‘ | (Use * for wildcard) B Advanced Search D

HOME DATA SAMPLES ADMINISTRATION HELP
Quick Sample Registration 4

Define Samples > Confirm > Finish

Status

The sample C:\Command_Console'\Data\Dr Moriarty'\Dr_Smith_03.ARR was created successfully. Edit

Start Instrument Control Modules:

EI Scan Control
fttt Fhiidics Control

Click the Edit link to open the Sample file in the Detailed Sample Registration
page (see "Detailed sample registration" on page 104)

You can use the links in the lower left corner of the screen to open the GCC

Scan Control or GCC Fluidics Control software for further processing of the
arrays.

GeneChip™ Command Console™ (GCC) User Guide 124



Chapter 5 Creating and editing sample (ARR) files
Batch registration

Batch registration

Downloading an

empty batch
registration file

85
B

|

A
ol

2

~
Y

The batch registration features enable you to create multiple Sample (ARR) files with
different information, entering data using a specially formatted batch registration file.

Custom barcodes can be used in batch registration.
Batch registration involves three different sets of steps:

1. "Downloading an empty batch registration file"
2. Entering values for the arrays into the batch registration file.
See "Entering values in the batch registration file" on page 126.

3. Uploading the data in the batch registration file to create the Sample (ARR) files.

See "Uploading the batch registration file" on page 130.

The batch registration file is downloaded as an Excel workbook.

1. From the Samples menu, select Batch Registration.
The Batch Sample Registration page opens. (Figure 140)

Figure 140 Batch Sample Registration page

Search Files By: H| |Aray Name v fUse * for wildcarch B Advanced Search

HOME DATA SAMPLES ADMINISTRATION HELP

Batch Sample Registration @ 4
Create and Upload Batch Registration File > Confirm * Finish

Step 1: Create a blank batch registration file with the desired attributes

Select the templates with the attributes you wish to use for the sample files, @
¥ OMIAME Sample Information
» [IMariarty
» OTesta

For use with Excel or compatible application:

Create a spreadsheet for |0 samples

(optional)project set to &

(optional)probe array type set to &

gnd withttemplate defaults. You can change the project and probe array type when editing the
ocument.

Download

Step 2: Enter the values for the Sample (.ARR) files in the batch registration file,

Enter values for the attributes using Excel or a text-editing program. The first row (the heading
row) of the spreadsheet defines which fields to collect. Each additional row below the heading
row contains the information for one Sample ( ARR) file. Additional colurmns for new attributes
can be added to the spreadsheet at any time.

Step 3: Upload the batch registration file to create new sample (.ARR) files.

Enter the path, or click Browse to find the batch registration file (.XLS) format or Tab
delimited .TXT) .

Callow Custom Barcodes

Browse..

Click Upload to upload the Sample information.
Upload

Mouse over W for tips on step.
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2. Select the templates you want to use by placing a check in the box next to their
names. (Figure 141)

Figure 141 Select Templates (with attributes displayed for template)

Step 1: Create a blank batch registration file with the desired attributes

Select the templates with the attributes you wish to use for the sample files, [
» OMIAME Sample Information TastA

» OMoriarty

* [OTests,
gender
age
tissue type

For use with Excel or compatible application:

Create a spreadsheet for 0 samples

{optional)project set to v

{optionaliprobe array type set to v

and with template defaults. You can change the project and probe array type when editing the
document,

Download

You can display the attributes in the template by clicking on the template name.

3. Specify the number of samples. The maximum number of samples for which the
downloaded worksheet works well is 1000.

4. Specify project and array type for the Sample files.
5. Click Download to download the Excel workbook.

When using GCC Portal, the Excel program displays the created workbook,
which you can edit and save on your computer.

Entering values in  The Batch Registration file can be used to enter data for several different Sample
the batch (ARR) files at once.

registration file The downloaded batch registration file is an Excel workbook with three worksheets:

e Samples worksheet, where you enter the data

¢ General info worksheet (do not edit), where GCC Portal stores information about
Array types, projects, and file format

e Template Info worksheet (do not edit), where GCC Portal stores information
about the template attributes.
Note: You cannot create TSV files in GCC 4.3, but you can use TSV files. created
in previous versions of GCC to perform batch registration. For more in formation,
see Appendix G, "TSV files" on page 372.
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Figure 142 Batch Registration Workbook, Samples Worksheet

A | B | 5 | D | E | F | G I H | | |
| 1 |Sample File Path Project Sample File Name Array Name Probe Array Type Barcode gender:TestA:SingleSelect:Required age:TestA:Number:Required tissue type:TestA:Text
| 2 | Dr Mariarty HG-U1334 2
| 3 | Dr Mariarty HG-U1334 2
| 4 | Dr Mariarty HG-U1334 2
| 5 |
| B |

7
A |
W <« » ]\ Samples /DO_NOT_EDIT 4 DO_NOT_EDIT_TEMPLATE_INFO / |<

The columns in the Samples worksheet have column headers that define the
information on the Sample files, the physical array, and the attributes:

Sample File Path  The path to where the Sample file will be created. Can be used to place

Sample files in project folders.

Project The project that the Sample (ARR) file will be assigned to.

Note: You must specify either the Path or Project for your files. Specifying both will
produce an error message.

Sample File Name

Array Name

Unique identifier for the Sample file.

Name assigned to the array during registration.

Probe Array Type Part number for the array(s).

Barcode Barcode on the array(s).

Attributes Additional information about the sample and experiment that you can
use to interpret your results.

Path

The path needs to be associated with a data root. You can assign a set of sample files
to a particular project if you select that project's folder in the Path field.

Project

Specifying a project for the Sample file will determine the folder the Sample file is
created in.

You can select the project from a drop-down list. (Figure 143)
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Figure 143 List of projects

)

D v

7

Batch registration

el
)

A B | c |
Path Project Sample File Mame Array M
Build37EU133a lv tchi Batchl
Buld37EU133a tch2 Batch?
Hgix?fll‘trojecw tchd Batch
Plusz

Sample file name
Enter the name assigned to the Sample file that will be created.

Array name, array type, and barcode

If you are using Excel, you can select the probe array type from a drop-down list.
(Figure 144)

Figure 144 List of probe

arrays
| E | _F |
Probe Array Ty Barcode Sample
HG-U133A |+ Batchl
~ Batchz
HG-U1334_2 Batch3

HGE-U133E

HT_HG-U1334
MappingS0K_Hindz<
MappingS0K_xbaz4
Tests

Test3 bens

b

You can also enter multiple array information for a single sample file.

Entering multiple arrays

1. Enter the sample file information (File path, project, and file name) on a separate
line of the worksheet for each array you want to use.

Enter a different array name for each array for the sample.

Select the array type from the Probe Array Type list.

Enter the array barcodes in the appropriate lines.

o~ N

Make sure that the attributes are the same for all sample entries.

'u

Figure 145 Worksheet with multiple arrays entered for samples

A | B | E | D | E | F G | H | [ |

| 1 |Sample File Path Project Sample File Name Array Name Probe Array Type Barcode gender:TestA:SingleSele age:TestA:Number:Req) tissue type:TestA:Text

| 2 | asdf ¥_Sarnple_01 ¥_Sample_01_A HG-U133A il 34 Brain

| 3| asdf ¥_Sarnple_01 ¥ _Sample_01_8 HG-U1336 il 34 Brain

| 4] asdf ¥ _Sample_02 ¥ _Sample_02_A HG-U133A, il 35 Liver

| 5 | asdf ¥ _Sample_02 ¥ Sample_02_8 HG-U1336 il 35 Liver

| B | asdf ¥ _Sarple_03 ¥ _Sample_03_A HG-U133A, F 44 Kidney

L7 | asdf ¥ _Sarple_03 ¥ Sample_03 B HG-U1336 F 44 Kidney

g
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Attributes

Enter the values for the attributes in the appropriate columns.

You can select the value for a SingleSelect attribute from a drop-down list.
(Figure 146)

Figure 146 Selecting
the value for a
SingleSelect attribute

i [ H |
Yarme: D Gender; Defac Weight: Defa

F 50
F | 40
F____I-] a0

GCC uses two types of attributes for Batch Registration:

Template Attributes: Attributes that have been defined in a template. When you
select templates for the downloaded batch registration file, the array attributes in
those templates will be included as headings in the batch registration file.

User Attributes: Attributes that you add in the Batch Register file.You create a
user attribute by entering the attribute name and other characteristics in the
column header, and then entering attribute values in the appropriate cells.

Attributes need to have the following characteristics defined:

Figure 147 Template and user attributes in the Batch Edit file

| H | | | J
age:TestA:Number:Required  tissue type:TestA:Text  disease::Text
35 brain cancer
35 brain cancer
42 Liver TE
41 lung lupus
Template Attributes User Attribute

e AttributeName
e TemplateName (if any; not used for User Attributes)
e DataType
¢ Required status, if any
The column headings are in the format:

e Header format for Template Attribute:
AttributeName:TemplateName:AttributeType:RequiredStatus

e Header format for User Attribute: AttributeName: * :AttributeType
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Uploading the 1. Enter the file path and name in the text box (Figure 148) or click Browse.
batch registration
file
Figure 148 Upload file
Step 3: Upload the batch registration file to create new sample (.ARR) files.
Enter the path, or click Browse to find the batch registration file (. XLS) format or Tab
delimited . TXT) .
Oallow Custom Barcodes
ChDocuments and SettingsirallsoiDesktoptDownloads\BatchRegistration_2.xls
Click Upload to upload the Sample information.
Upload
— Clicking Browse opens a Choose File window.
— Select the Batch Registration file and click Open.
The file and its path is displayed in the box.
2. Click the Allow Custom Barcodes check box to use barcodes that are not
provided by Applied Biosystems.
3. Click Upload.
If there are problems with the workbook, an error notification page appears.
(Figure 149)
Figure 149 Error notification
Search Files By: [ |Aray Name v (Use * for wildcard) B Advanced Search @

HOME DATA SAMPLES ADMINISTRATION HELP

Batch Sample Registration 4

Create and Upload Batch Registration File * Confirm * Finish

Errors:

Unable to consolidate the sample at the row 2. The column "gender:TestA:SingleSelect:Required" has different value or
type for the same sample attribute of the sample file "C:\Command_Console\Data\Dr Moriarty\X_Sample_01.ARR".

¥ou have errors but if you wish to continue editing only the valid records click the Save button and only the valid records will
be edited. Or you may cancel the process by clicking Cancel.

Cancel Save

The error messages indicate problems such as bad barcodes, problems with
registering multiple arrays on a sample, etc.

¢ (Click Cancel to cancel the registration and fix the problems; or
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Click Save to register the valid records.

If the upload doesn’t have a problem the Folders View page appears with the
newly created folders.

Sample prep plate registration

Sample Prep Plate Registration provides a convenient way to register samples and
cartridge arrays for up to two 96-well plates by using an Excel workbook.

To perform Sample Prep Plate Registration for a target prep plate:

1. "Downloading the sample prep plate registration file", below
2. "Entering data in the workbook" on page 132
3. "Uploading the data for the files" on page 132

—

Downloading the From the Samples menu, select Sample Prep Plate Registration.

san_1p|e prep plate The Sample Prep Plate Registration page appears (Figure 150).
registration file

Figure 150 Sample Prep Plate Registration page

Search Files By: © [Aray Neme v | | (Use * for wildcard) Bl Advanced Search ]
HOME DATA | SAMPLES ADMINISTRATION HELP

Sample Prep Plate Registration @ 4

Create and Upload Sample Prep Plate Registration File * Confirm * Finish
Step 1: Create a blank Sample Prep Plate Registration file.
Download
Step 2: Enter the values for the Sample (.ARR) files in the Sample Prep Plate Registration
file.
Enter values for the attributes using Excel or a text-editing program. The file reflects a 96-well
plate. Columns are A-H and Rows are 1-12. A sample name and GeneChip barcode
must be given for each well position for which a Sample (.ARR) file is to be created.
Step 3: Upload the Sample Prep Plate Registration file to create new sample (.ARR) files.

Enter the path, or click Browse to find the Sample Prep Plate Registration file (.XLS format).

‘ |[ Browse.. |
Create files in this project: | Batch_Register_Test v

Plate ID for first tab (optional) |:|

Plate ID for second tab (optional) l:l

Click Upload to upload the information.
Upload

Mouse over [l for tips on step.

2. Click Download to create a blank Sample Prep Plate Registration file.

The Excel program displays the created workbook, which you can edit and save
on your computer.
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Entering datain the Entering data for the Sample Prep Plate Registration file

workbook * Enter asample (ARR) file name and GeneChip barcode for each well position you
are analyzing using Excel or text-editing software.

The blank Sample Prep Plate Registration file (Figure 151) is an Excel workbook
with two tabs, to enable use with arrays that require two prep plates.

The worksheet rows are marked A through H, corresponding to the plate rows.

The worksheet columns are marked 1 through 12, corresponding to the plate
columns.

Figure 151 Excel File for the target prep plate

3 5 = 5 3 3 G H T 7 @ T ™
1 |_Header 1 2 3 4 5 6 U 8 9 10 1 12
2 |A Sample
2 |A Barcode

>l

]
5 _|B Sample
© B Barcode

7
o |Csample
s |CBarcode

D Sample
iz |D Barcode

 |EBarcode

®
17 |F Sample
12 |F Barcode

20 |G Sample
=21 |G Barcode

I I I I I I I I I I I
I [ [ [ [ [ [ [ [ [ [
| [ [ [ [ [ [ [ [ [ [
I [ [ [ [ [ [ [ [ [ [
I [ [ I [ I [ I I [ I
I [ [ [ [ [ [ [ [ [ [

o

 [ESample | [ [ [ [ [ [ [ [ [ [
| [ [ [ [ [ [ [ [ [ [
| [ [ [ [ [ [ [ [ [ [
I [ [ [ [ [ [ [ [ [ [
I I I I I I I I I I I
I [ [ [ [ [ [ [ [ [ [
| [ [ [ [ [ [ [ [ [ [
I [ [ [ [ [ [ [ [ [ [

£l
23 [HSample
21 [HBarcode

i« » »\Sheet1 /sheetz {sheets / < £

For each well position, enter the Sample name for the Sample (ARR) and the
barcode for the probe array.

Uploading the 1. From the Samples menu, select Sample Prep Plate Registration.
data for the files The Sample Prep Plate Registration page appears.
2. Enter the path or click Browse to select the plate registration file.
3. Select a project for the Sample (ARR) files (optional).
4. Enter plate IDs if registering samples for two plates.

The Array names will be based on the Sample Name entered in the worksheet,
concatenated with the plate ID, if any, and the Well position as indicated by their
position in the worksheet.

5. Click Upload.
The Confirm page appears. (Figure 152)
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Figure 152 Confirm page
Search Files By: E [Aray Name | | | (Use * for wildcard) B Advanced Search ®
HOME DATA SAMPLES ADMINISTRATION HELP
Sample Prep Plate Registration &
Create and Upload GeneTitan Sample Registration File * Confirm * Finish
The following samples have been read from the file,
File Name Row Column Sample Name Barcode Array Name Message
Sample
£ :\Command_Console\Data\DefaultiSample_Plate_01 ARRA 1 Sample_Plate_01 @5200650046151 7101308401 16533715 Sample_Plate_01_platei _4_1 f:ggefri&j”"
file.
Sample
C:\Command_Console\Data\Default\Sample_plate_02.ARR A 2 Sample_plate_02 @52006500461517101 308401 416533716 Sample_plate_02_platel _A_2 f:;;efrgfg”"
file.
Sample
C:\Command_Console\DatayDefault\Sample_Plate_03.ARRA 3 Sample_Plate_03 @5200650046181 7101 308401 41653371 7 Sample_Plate_03_platel _A_3 f:ggefsrgﬁ;”"
file.
Sample
©:\Command_Console\DatayDefault\Sample_Plate_04.4RR A 4 Samp\e_p\ate_04@52006500461817101308401416533718Sample_Dlate_o4_plate1_A_4fgacaefsrgﬁﬁ”"
file.
If you have errors but wish to continue registering only the valid records click the Save button and anly the valid records will upload. Or you
rmay cancel the process by clicking Cancel.
Cancel Save

The page displays a list of the Sample (ARR) files created for the plate, along with
Sample name, barcodes, and array hames.

Error messages are displayed if there is a problem. These errors must be
corrected before finishing the registration.

If there are any errors:
a. Click Cancel
b. Check the plate worksheet.
c. Proceed with the upload again.
6. Click Next.
The Finish page opens. (Figure 153)
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Figure 153 Finish page

Search Files By: [ Anay Name | | | (Use * for wildcard) B Advanced Search L
HOME DATA SAMPLES ADMINISTRATION HELP

HT Sample Registration 4

Create and Upload Batch Reqistration File * Confirn * Finish

The following samples have been read from the file

File Name Row Column Sample Name Barcode Array Name Message
Sample

C:\Command_Console\Data\Defaulthsample_Plate_01 ARR A& 1 Sample_Plate_01 @52006500461817101308401416533715 Sample_Plate_01_platel_a_1 successfully
uploaded.
Sample

CCommand_Console\Data\Default\Sample_plate_02 ARR A 2 Sample_plate_02 @5200650046181 7101308401 416533716 Sample_plate_02_platel _A_2 successfully
uploaded.

Sample
C:ZCommand_Console\Data\Default\Sample_Plate_03. ARR & 3 Sample_Plate_03@52006500461817101308401416533717 Sample_Plate_03_platel_A_3successfully
uploaded.

Sample
C:\Command_Console\Data\Defaulth\Sample_Plate_04 ARR & 4 Sample_Plate_04 @52006500461817101308401416533718 Sample_Plate_04_platel _a_4 successfully
uploaded.

Batch Array Registration is complete.

Click Create Summary Spreadsheet for Batch Edit to open the Summary page and
create a workbook summary of the Sample files that can be used for batch editing the
Sample (ARR) files.
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GeneTitan array plate registration

GeneTitan Array Plate Registration provides a convenient way to register samples and
plate arrays for an Array Plate by using an Excel workbook.

A 384 or Mini 96 array plate can be used. A 96 array plate (Figure 154) may contain
16, 24, or 96 arrays. A Mini 96-array plate contains 96 arrays on a 384 format.

These formats allow for increased automation and processing times for large array
counts.

Figure 154 384-,96-, and 24-Array Plates and Cartridge Array

The array plate has a barcode for tracking. Each individual array on the plate is
identified by its row and column. For example, the circled array in the figure below is
array D05.
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Figure 1565 Arrangement of Arrays on Array Plate
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There are three sets of steps:

¢ "Downloading the GeneTitan array plate workbook", below.
e "Completing the workbook" on page 138.
e "Uploading the workbook" on page 139.

Downloading the Downloading the Excel Workbook
GeneTitan array

1. From the Samples menu, select GeneTitan Array Plate Sample Registration.
plate workbook

The GeneTitan Array Plate Sample Registration page appears (Figure 156).
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Figure 156 GeneTitan Array Plate Registration page

fyWeb/RegisterHTAray £ ~ | @l Register GeneTitan Array Pl..

e al hitp:/localhost:8
Search Files By: @ [Amay Name ] |

| (Use * for wildcard) B Advanced Search
HOME DATA SAMPLES ADMINISTRATION HELP

GeneTitan Array Plate Registration 4 4

Step 1: Create a blank GeneTitan Array Plate registration file with the desired attributes

Select the templates with the attributes you wish to use for the sample files. @
» [IMIAME Sample Information
» [1Pedigree Template

GeneTitan Array Plate Type (Required):
Project where to create samples:
Download

Step 2: Enter the values for the sample (.ARR) files in the GeneTitan Array Plate registration file.

Enter values for the attributes using Excel. Additional columns for new attributes can be added to the spreadsheet at any time. @

Step 3: Upload the GeneTitan Array Plate registration file to create new sample (.ARR) files.

Enter the path, or click Browse to find the GeneTitan Array Plate registration file. If a plate barcode is not provided in the excel file being uploaded,
one MUST be provided in the plate barcode field below.

GeneTitan Array Plate registration file (Required):

Browse...
GeneTitan Array Plate Barcode: [

Upload

Mouse over [l for tips on step.

2. Select the templates you want to use by placing a check in the box next to their
names (Figure 157).

Figure 157 Select Templates

Step 1: Create a blank GeneTitan Array Plate registration file with the desired attributes

Select the templates with the attributes yvou wish to use for the sample files.
¥ OMIAME Sample Information
» [IMariarty
» OTesta

GeneTitan Array Plate Type (Required):
Project where to create samples:

Download

You can display the attributes in the template by clicking on the template name.

3. Specify the GeneTitan Array Plate type and the project for the Sample files
(required).

4. Click Download to download the file.

The Excel program displays the created workbook, which you can edit and save
on your computer.
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Completing the The Batch Registration file can be used to enter data for all of the plate arrays on an
workbook array plate in one operation.

The downloaded workbook has three worksheets:

e Samples worksheet, where you enter the data

¢ General info worksheet (do not edit), where GCC Portal stores information about
Array types, projects, and file format

e Template Info worksheet (do not edit), where GCC Portal stores information
about the template attributes

Figure 158 Excel file for Batch GeneTitan Array Plate Registration
& GeneTitanArrayPlateRegistrationxls [Compatibility Mode] - B X
A B C D E F G H 1 J K =

1 |Sample File Path Project Plate Type Probe Array Type Probe Array Positior Barcode Sample File Name Array Name gender:Tq Select:Required age:T Required tissue type:TestA:Text ||
2 Dr Moriarty HT_HG-U133A-24 HT HG-U133A A0S IESﬂﬂOMﬂSTQBMQOSﬂBQES .lSamp\aiAA Amay AA M kL]

3 Dr Mariarty HT_HG-U133A-24 HT_HG-U133A AT 5500014037284120308255 Sample_AB Aray AB F 76

4 Dr Mariarty HT_HG-U133A-24 HT_HG-U133A A0S 5500014037284120308255 Sample_AC Amay_AC M 34

5 Dr Meriarty HT_HG-U133A-24 HT_HG-U133A B03 5500014037284120308255 Sample_AD Amau_AD M 67

6 Dr Meriarty HT_HG-U133A-24 HT HG-U133A BO7 5500014037284120306255 Sample AE Array AEF 72

7 Dr Mariarty HT_HG-U133A-24 HT HG-U133A B0% 5500014037264120306255 Sample_AF Aray AF M 56

8 Dr Mariarty HT_HG-U133A-24 HT_HG-U133A o5 560001403726841203062565 Sample_AG Aray AG M 23

9 Dr Mariarty HT_HG-U133A-24 HT_HG-U133A co7 5500014037284120308255 Sample_AH Aray AH F 76

10 Dr Meriarty HT_HG-U133A-24 HT_HG-U133A o9 5500014037284120308255 Sample_Al Amay_Al M 34

1" Dr Meriarty HT_HG-U133A-24 HT_HG-U133A D05 5500014037284120308255 Sample_AJ Array_AJ M 67

12 Dr Mariarty HT_HG-U133A-24 HT HG-U133A Do7 5500014037284120306255 Sample_K Array_K F 45 E
13 Dr Moriarty HT_HG-U133A-24 HT HG-U133A D0s 5500014037264120308255 Sample AL Amay AL M 54

14 Dr Mariarty HT_HG-U133A-24 HT_HG-U133A E05 55000140372841203082565 Sample_AM Array_AM M 34

15 Dr Mariarty HT_HG-U133A-24 HT_HG-U133A E07 5500014037284120308255 Sample_AN Array_AN F 78

16 Dr Meriarty HT_HG-U133A-24 HT_HG-U133A E09 5500014037284120308255 Sample_AO Amay_AO0 M k2|

17 Dr Meriarty HT_HG-U133A-24 HT HG-U133A FO5 5500014037284120306255 Sample P Array P M 67

18 Dr Mariarty HT_HG-U133A-24 HT HG-U133A Fo7 5500014037284120306255 Sample_AQ Aray AQ F 45

19 Dr Mariarty HT_HG-U133A-24 HT_HG-U133A F0g 5600014037268412030682656 Sample R Array R M 54

20 Dr Mariarty HT_HG-U133A-24 HT_HG-U133A G05 5500014037284120308255 Sample _AS Array AS M 34

21 Dr Meriarty HT_HG-U133A-24 HT_HG-U133A Go7 5500014037284120308255 Sample_AT Amay AT F 76

22 Dr Meriarty HT_HG-U133A-24 HT_HG-U133A Gog 5500014037284120308255 Sample_AU Aray AU M M

23 Dr Mariarty HT_HG-U133A-24 HT HG-U133A H05 5500014037284120306255 Sample AV Aray AV M 67 L
24 Dr Moriarty HT_HG-U133A-24 HT HG-U133A Ho7 5500014037284120306255 Sample W Armray W F 45

25 Dr Mariarty HT_HG-U133A-24 HT_HG-U133A Hog 550001403726841203062565 Sample_X Array X M 54

26 [ 4
W 4 » »| Samples “DO_NOT_EDIT .~ DO_NOT_EDIT_TEMPLATE INFO . %J [N il ] o 1EE

The Sample worksheet has columns with headers that define the property being
entered.

Some properties define the sample and data files file and the physical array:

Sample File Path  The path to where the Sample file will be created. Can be used to place Sample files in
project folders.

Project The project that the Sample (ARR) file will be assigned to.

Plate Type Model of array plate.

Probe Array Type The array type on the plate.

Probe Array Column and row position for the plate array.
Position
Barcode Plate barcode: can be entered when you upload the batch registration file.

Sample File Name Name to be used for the Sample (ARR) file.
Array Name Name to be used for the array plate and for all the data files (DAT, CEL, and CHP)

Attributes Additional information about the sample and experiment that you can use to interpret
your results.
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Path

The path needs to be associated with a data root. You can assign a set of sample files
to a particular project if you select that project's folder in the Path field.

Project

Specifying a project for the Sample file will determine the folder the Sample file is
created in.

If you are using Excel, you can select the project from a drop-down list. (Figure 143)

Figure 159 List of projects in Excel
workbook

A B | c |

Path Project Sample File Mame Array M
BuildiEU30a L= )tchl Batchi
Buld37EU133a tch2 Batch?

Default
Mew_Project3 tch3 Batch3

Plusz

Plate type, probe array type, probe array position

These items specify the array plate type, the plate array type, and the array plate
position.

They are automatically filled out when you create the plate batch workbook file.

File names

Enter the name assigned to the Sample file that will be created.

Barcode

This is the array plate barcode; if you enter a barcode into the A05 probe array position
barcode cell, the same barcode is copied automatically into all of the other rows.

Sample file and array name
Enter the names to be used for:
¢ The Sample (ARR) file.

e The Array plate and for all the data files (DAT, CEL, and CHP) for the array on the
Array Plate.

Attributes

Enter the values for the attributes in the appropriate columns. See "Attributes" on
page 129 for more information.

Uploading the 1. From the Samples menu, select GeneTitan Array Plate Registration.
workbook The GeneTitan Array Plate Sample Registration page appears (Figure 156).

2. Enter the file path and name in the Registration file box (Figure 160); or
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Figure 160 Upload file

Step 2: Enter the values for the sample (.ARR) files in the GeneTitan Array Plate registration file.

Enter values for the attributes using Excel. Additional columns for new attributes can be added to the spreadsheet at any time, @

Step 3: Upload the GeneTitan Array Plate registration file to create new sample (.ARR) files.

Enter the path, or click Browse to find the GeneTitan Array Plate registration file. If a plate barcode is not provided in the excel file
being uploaded, one MUST be pravided in the plate barcode field below.

GeneTitan Array Plate registration file (Required):
GeneTitan Array Plate Barcode:
Upload
3. Click Browse.
The Choose File window appears.
4. Click to select the array plate registration file, then click Open.
The file and its path is displayed in the Registration file box.
Note: If the plate barcode did not auto-populate, enter it now.
5. Click Upload.
If there are problems, the Errors page appears. (Figure 161)
Figure 161 Error notice
Search Files By: H| |Aray Name v (Use * for wildcarc) B Advanced Search ®

HOME DATA SAMPLES ADMINISTRATION HELP
Confirm GeneTitan Arrays Plate Sample Registration 4 - GeneTitanArrayPlateRegistration.xls

Errors:

Cannot read sample {Sample_AF) in row 7 of Excel file. Required attribute 'age' is empty
Cannot read sample {Sample_AG) in row 8 of Excel file. Required attribute 'age' is empty

Unable to register GeneTitan Array Plate Samples. Please correct the above errors and retry uploading the GeneTitan Array Plate sample

¢ Click Cancel in order to correct problem(s) before uploading.
IF there are no problems, the Confirm Batch Sample Registration page opens.
(Figure 162)

file.
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Figure 162 Confirm Batch Sample Registration

Search Files By: @ [Aray Name | | | (Use * far wildcard) Bl Advanced Search ®
HOME DATA SAMPLES ADMINISTRATION HELP
Confirm GeneTitan Arrays Plate Sample Registration 4 - GeneTitanArrayPlateRegistration.xls

GeneTitan Array Plate Registration file has been loaded without any errors. Do you want to save samples?

Cancel Save

6. Click Save to register the valid records.

The page displays a message that the Batch Sample Registration is complete.
(Figure 163)

Figure 163 Confirmation page, upload successful

Search Files By: & [ray Name v | | (Use * for wildcard) B Advanced Search
HOME DATA SAMPLES ADMINISTRATION HELP

Confirm GeneTitan Arrays Plate Sample Registration 4 -

Registered GeneTitan Array Plate Samples successfully.
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Adding a barcode to a sample file

You may not have the barcode available when the Sample file is first created; if so, you
can add it later using the Add Barcode page.

Note: The Add Barcode page can only be used to add one barcode at a time. The
Batch Edit workbooks can be used to add barcodes to multiple sample files or
multiple barcodes to one sample file in a single operation (see "Batch editing" on page
144). The Add Barcode page cannot be used to add a barcode for a Array Plate. Array
Plate barcodes must be provided at the time of registration

1. From the Samples menu, click Add Barcode.
The Add Barcode window opens. (Figure 164)

Figure 164 Add Barcodes page

Search Files By: 2] |"~"E‘f Nsme V| | | (Use * for wildcard) Bl Advanced Search ®
HOME DATA SAMPLES ADMINISTRATION HELP
Add Barcode to Array 4

Step 1: Scan the barcode of the Array

Scan the barcode of the array and press the 'Search Arrays' button to see Sample files that need an array of the type scanned.

Array barcode: H | Search Arrays

2. Enter the barcode:
Enter the barcode using the keyboard; or
a. Click in the Barcode field.
b. Use the barcode reader to scan in the barcode on the array.
The reader reads and sends the barcode to the Barcode field.
3. Click Search Arrays.

A list of Array names for that type of array that need a barcode appears in the
Array list. (Figure 165)
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Figure 165 Sample files displayed

Search Files By: [ |Arayname v |

HOME DATA SAMPLES ADMINISTRATION HELP

| (Use * for wildcard) Bl Advanced Search &)

Add Barcode to Array E

O
O
|

Step 1: Scan the barcode of the Array

Scan the barcode of the array and press the 'Search Arrays' button to see Sample files that need an array of the type scanned.

Array barcode;|@5200550046181?101308401418533717

| Search Arrays

Associated Probe Array Types:
HG-U133A 2

Step 2: Select the Array to add the barcode

View Customize

Selected File Name Project Name
Patient 0Z.ARR Batch_Register_Test

patient 04.4rR Batch_Register Test

patient_05.ARR Bateh_Ragistar_Tast

_ﬂ patient_03.ARR Bateh_Register_Test

Step 3: Confirm Selection

Array Name Barcode Lot Number Expiration Date Probe Array Type Date Modified

Patient_02
Patient_04
Patient_05

Patient_032

HG-U133A_2
HG-U133A_2
HG-U133A_2

HG-U133A_2

Assign Barcode to the selected Array and Save using 'Assign Barcode' button.

Assign Barcode

1/29/2008 12:57:44 PM
1/29/2008 12:57:44 PM
1/29/2008 12:57:44 PM

1/29/2008 1:01:27 PM

4. Select the check box for the array that corresponds to the array barcode.

Note: You can use the View drop-down box and Customize button to add or
delete attributes for display in the Array list. For more information, see "Selecting
attributes for the file list" on page 57.

5. Click Assign Barcode.
If it is successful, the result page is displayed. (Figure 166)

If the assignment was unsuccessful, the Add Barcode page is displayed with an
error message.
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Figure 166 Results page

Search Files By: | |arsyname | | (Use * for wildcard) Bl Advanced Search @
HOME DATA SAMPLES ADMINISTRATION HELP
Result Page 4

Added @32006500461817101306401416533717 barcode successfully for the Patient_02 array of the Array file -
C:\Command_Console\Data\Batch_Register_Test\Patient_02. ARR

Batch editing

Batch Edit enables you to make edits to a set of previously created Sample (ARR) files.

Note: Batch edit cannot be used to create new Sample (ARR) files. Use the various
Sample Registration functions described in this chapter to create new files. Also,
Batch edit cannot be used to change file or array names. Use the editing functions of
the Detailed Sample Registration page to do this. See "Editing files and copying
attributes" on page 110 for more information.

Using Batch Edit involves three sets of steps:

1. Create a batch edit file listing the files you want to edit, using the Project view,
Folder, Search Results view, or use a previously created batch registration Excel
file.

2. Edit the batch edit file, adding and changing attributes as needed.
3. Upload the batch edit file using the Batch Edit Upload function.
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Creating the batch You can create a batch edit file for:

edit file e The Sample (ARR) files in a project or folder (see "Generating a project summary"

on page 86).
e Selected Sample (ARR) files (see below)

To generate a Batch Edit File for selected Sample files:

1. Select the Sample files from the:
e Folder view page
¢ Project view page
e Search Results page

2. From the Command to Select drop-down, select the Create Batch Edit Files
from Selected Arr files link.

The Summary page opens (Figure 167).

Figure 167 Summary page

Search Files By: [ [Aray Name v | | (Use * for wildeard) B Advanced Search D
HOME DATA SAMPLES ADMINISTRATION HELP
Generates Batch Edit file 4

Sample ((ARR) files to be included in summary:

C\Command_Console\Data\Dr Moriartyyx_Sample_01.ARR
C \Command_Console\Data\Dr Moriartyyx_Sample_02. ARR
C:\Command_Console\Data\Dr Moriartyhx_Sample_03 ARR

Create

(Optional) Select additional templates to include in the file. These will appear as additional headers. Use this with Batch Edit
Upload to update data in existing sampled. ARR) files.

> OMI&ME Sample Information
> OMariarty
» OTestd

Create

A list of Sample (ARR) files that will be in the summary appears.
3. Select a template to be used in editing (optional).
4. Click Create.
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The Excel program displays the created workbook (Figure 168), which you can
edit and save on your computer.

You can also edit a previously created Batch Registration file, adding attributes as
needed. See "Entering values in the batch registration file" on page 126 for more
information about editing Batch Registration files.

Editing the batch The downloaded Excel workbook has three worksheets:
edit file

e Samples worksheet
¢ General info worksheet (do not edit)
e Template Info worksheet (do not edit)

Figure 168 Batch Edit Excel Workbook, Samples worksheet

A C [ D [ E [ F T G | H [ | a
| 1 |Sample File Path Sample File Name |Array Name Probe Array Type Barcode  gender:TestA:SingleSelect:Required age:T Required tissue type:TestA:Text
[ 2 |c:\Command_Consalet\Data\Dr Moriaty  X_Sample_01 ¥ Sample 01 A HG-UI33A 1] e Brain
[ 3 |C:\Command_Console\DatatDr Moriaty | X_Sample_01 ¥ Sample 01 B  |HG-U133B ] B4 Birain
| 4 |C:\Command_Console\Data\Dr Moriaty  X_Sample_02 *_Sample_02_A  HG-U133A F €3 Liver
| 5 |CACommand_Console\DatatDr Moriarty  X_Sample_(12 ¥_Sample_02_B HG-U133E F 35 Liver
| 6 |CAComrand Console\DataDr Moriarty X Sample 03 ¥ _Sample_03_ A HG-U133A M "4 Widney
| 7 [CAComrand_Console\Data\Dr Moriarty X Sarmple_03 ¥ _Sample_03 B HG-U133B M I'Arl _|Kidney

i}
E
(10|
"

The header row of the Samples worksheet includes special properties that define the
file and the physical array:

Sample File Path The path to where the Sample file is located.
Sample File Name Unique identifier for the Sample file.
Array Name Name assigned to the array during registration.

Probe Array Type Part number for the array(s).
Barcode Barcode on the array(s)

Attributes Additional information about the sample and experiment that you can use to interpret
your results.

The General Information Worksheet and the Template Info Worksheet (both marked
Do Not Edit) contain information used by GCC in processing the data in the
workbook.

Make the changes in the summary file to edit the files. You can:

e Enter attribute values
e Add user attributes with values
e Delete attributes from the Sample (ARR) file

Note: You can not make changes to file names or array names using this feature.
Do not make changes to file names in the downloaded file.
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The following items in the workbook must not be edited.

Sample File Path The Path and Sample (ARR) file name.

Array Name Array name assigned to the files.

Note: If you delete a the entire column for a template attribute, including the header,
then an error will be generated. In order to remove attribute values from a sampile file,
users need to leave the header intact and remove the attribute values from the column

The first row of the workbook defines the data to be edited. Each additional row
contains the information for one Sample (ARR) file.

Multiple arrays for a single sample (ARR) file

If you have multiple arrays assigned to a single sample file, each array is on a separate
line of the worksheet.

Figure 169 Multiple arrays

. L - . -
Sample File Path Sample File Name Array Name Probe Array Type
ChCommand_Console\Datat\Dr Moriarty | Dr_Smith_01 Dr_Srith_01_{HG-1M33A_2)  HG-U133A_2
ChCommand_Console\Datat\Dr Moriarty | Dr_Smith_01 Dr_Srith_01_{HG-111334) HG-U133A

You cannot enter different attributes values for the same attributes for arrays
associated with the same Sample (ARR) file.

Editing the barcode
You can only add a barcode to a Sample (ARR) file that does not already have one.
You cannot edit a barcode that is already assigned to the Sample (ARR) file.

¢ If you assign a barcode to a Sample file, a warning message appears if the probe
array type specified in the barcode does not match the probe array type
previously assigned to the array.

* You can assign a custom barcode to a Sample file.

Editing attributes

Enter the values for the attributes in the appropriate columns. See "Attributes" on
page 129 for more information.

Uploading the After editing the batch edit file, you need to upload the data into GCC.
edited file 1

From the Samples menu, select Batch Edit Upload.
The Batch Edit Attribute page opens. (Figure 170)
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Figure 170 Batch Edit Attribute page

Search Files By: & [ray Name v | | (Use * for wildcard) B Advanced Search @?
HOME DATA SAMPLES ADMINISTRATION HELP

Batch Edit Attribute &

Start * Confirm * Finish

Batch Edit allows you to make edits to a set of previously created Sample (.ARR) files. Batch edit cannot be used to:

« Create new Sample ( ARR) files
« Change file or array names

Step 1: Create Excel Spreadsheet

Create a spreadsheet using Folder View, Project View or Search Results Summary; or use a batch registration spreadsheet.

Step 2: Edit Excel Spreadsheet @

The first row of the spreadsheet defines the data to be edited. Each additional row contains the information for one Sample
(. ARR) file, Additional columns can be added at any time to the spreadsheet to add attributes.

Step 3: Upload Spreadsheet

Select the edited spreadsheet (L XLS format).

H Browse

OAllow Custom Barcodes

Upload

2. Enter the file path and name in the box; or
a. Click Browse to open the Choose File window.
b. Select the Batch Registration or Batch Edit file and click Open.
The file and its path is displayed in the box.
3. In the Upload Spreadsheet section, click on Upload.

If there is a problem with the workbook, the Confirm Batch Edit Sample Files
produces a warning, as shown in Figure 171.

Figure 171 Error notice

Search Files By: @ [Aray Name | | | (Use * far wildcard) Bl Advanced Search ®
HOME DATA SAMPLES ADMINISTRATION HELP

Confirm Batch Edit Sample Files 4

Start * Confirm * Finish

Errors:

Unable to consolidate the sample at the row 4. The column "age: TestA:Number:Required" has different value or type for
the same sample attribute of the sample file "C:\Command_Console\Data\Dr Moriarty\X_Sample_02.ARR",

If vou wish to continue editing, click the Next button and only the records with no errors will be edited, You may cancel the
operation by clicking the Cancel button.

Cancel Next
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If there are no issues, the Confirm Batch Edit page opens. (Figure 172)

Figure 172 Confirm Batch Edit

Search Files By: & [ray Name v | | (Use * for wildcard) B Advanced Search @?
HOME DATA SAMPLES ADMINISTRATION HELP

Confirm Batch Edit Sample Files 4

Start * Confirm * Finish

Batch edit file has been loaded without any errors. Do you want to save samples?

Cancel Save

4. Click Save to edit the valid records.
A batch edit is complete message appears.
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Hybridizing and processing the array is the next step after sample registration in the
recommended array processing workflow. (Figure 173)

Figure 173 Recommended Cartridge Array Processing Workflow

GCC Cartridge Array
Processing Workflow Steps Step performed using:
Register Sample(s) and Assign 0 GCC Portal
Arrays in Sample (ARR) files

|

| Hybridize Array and Sample |

l

| Process Probe Array in Fluidics Station | GCC Fluidics Control and
Fluidics Station 450

Scan Probe Array and —+  GCC Scan Control and:

Not performed by GCC for
Cartridge Arrays

Save |mage Data in DAT files L4 GeneChip Scanner 3000 (GCSSOOO)
* GCS3000 With Autoloader

Review grid alignment and perform @| GCC Viewer
manual gridding if necessary s

|

Analyze Cell Intensity Data and Thermo Fisher Scientific and/or
Generate Analysis Data in CHP files Third Party Data Analysis Software

The Fluidics Station 450 is used to hybridize, wash, and stain the GeneChip probe
arrays (called arrays in this manual). The FS450 can independently process an array
using a different fluidics protocol in each of four different modules.

GeneChip™ Command Console™ (GCC) User Guide 150



Instrument care

Chapter 6 Controlling the fluidics station  [@#=&
Instrument care  FA\%J

¢ Disconnect the power cord of Fluidics Station before replacing fuses.
e Use a surge protector on the power line to the fluidics station.

¢ The fluidics station should be positioned on a sturdy, level bench away from
extremes in temperature and away from moving air.

Note: You must have the required fluidics protocols installed before using the
FS450. For more information, see "Installing and updating protocols" on page
172.

The GCC Fluidics Control software is used to control the FS450 Fluidics Station. A
workstation with GCC Fluidics Control software and a Sealevel card installed can
control up to eight different fluidics stations.

Note: Before you use the fluidics station, check the fluidics station configuration and
prime the fluidics station with appropriate buffer. For more information, read this
chapter.

This chapter describes how to use the GCC Fluidics Control software in the following
sections:

e "GCC fluidics control software"

¢ "Running protocols" on page 155

e "Filtering the sample file list" on page 166

e "Adding a label to a station and modules" on page 171

¢ ‘"Installing and updating protocols" on page 172

e "Editing protocols" on page 175
Refer to the GeneChip Fluidics Station User’s Guide for a description of the instrument
itself.

You can set things up to provide email notification when protocols are complete or
problems develop. See Appendix E, "Notification e-mails" on page 367 for more
information.

GCC fluidics control software

Starting

The GCC Fluidics Control software is used to control the FS450 Fluidics Station. The
software is introduced in the following sections:

e "Starting", below

e "Master controls" on page 153
e "Station controls" on page 153
e "Status window" on page 155

1. In the GCC Launcher, click the GCC Fluidics Control Icon; or
Click Start — Thermo Fisher Scientific — GCC Fluidics Control...
The GCC Fluidics Control window opens (Figure 174).
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Figure 174 GCC Fluidics Control window, Master controls

Fle Edt View Start Help

M S 8 @ = @ -
Fiters ~ Refresh Settings  Edit Email Info Help.

Tool bar T ]

Menu bar

Step 1: Select Probe Array Type

Master/Station

Probe aray Tye: | IR - | I CheckiUncheck Al Statons and Modes
Step 2: Select Protocal I Station 1 ID: r
™ Module 1 ™ Module 2 ™ Module 3 ™ Module 4 r r r r
% List Al Protocols
" List Compatible Protocols Only
r r
[ GeneChip I¥T Labsling kit I GeneChip HWS Kit
r r r r r r r r
r r
r r r r r r r r
Step 3: Copy to selected modules/stations
r r
r r r r r r r r

Station | Module |Aniay Name | Probe Aniay Type | Barcode 1D | User [Fratacal [ Date Time. | Cumrent Stage [Time # Cycle. [Temp [ Time R emainin "

Status window

Status bar—__|-

Components of the GCC Fluidics Control window:
¢ Menu bar: Provides access to Fluidics Control functions.
¢ Tool bar: Provides quick access to frequently used functions.

e Master/Station controls: Click the tabs to switch between:

— "Master controls" (see below): Use to select a single protocol to run on
multiple stations and/or modules.

— "Station controls": Use to select different protocols to run on different
modules in a station.

e Status window: Displays list of arrays in process with information on their status.
See "Status window" on page 155.

e Status bar: Displays information about the status of the Fluidics station and the
fluidics run in progress.

Hiding or displaying the tool bar

1. From the View menu, select Toolbar — Standard Toolbar.

Adding text labels to the toolbar buttons

1. From the View menu, select Toolbar — Text Labels.

Hiding or displaying the status bar

1. From the View menu, select Status Bar.
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Master controls The Master controls (Figure 175) enable you to select a single protocol to run on any

or all stations and modules attached controlled by the workstation.

Figure 175 GCC Fluidics Control window, Master controls

Protocol Selection Station and Module Selection

Master | station 1 10: |

Step 1: Select Prabe Array Type

Probe Array Type: =l I Checkfincheck All Stations and Modules
Step 2 Select Protocal I Station 1 ID: r
™ Module 1 I~ Module 2 I Module 2 I~ Module 4 r I r I
 Lisk All Protocols

(" List Compatible Protocols Only

=
I~ GeneChip IVT Labeling Kt | GeneChip HWS Kit
O r O r r O r O
" List Custom Protocols Only
 List Maintenance Protacels Only
O r
Protocol; [ ~| r - r - - r - r
Step 3: Copy to selected modules/stations
O r
O r O r r O r O

The Master controls are used for:

¢ "Running a priming or maintenance protocol on multiple stations and modules"
on page 156.

¢ "Running a fluidics protocol on multiple stations" on page 157

Station controls The Station controls enable you to select arrays and protocols for each module of a
selected station (Figure 176). The controls enable you to:

e Select a particular array for processing using the following parameters:
— Sample File Name
— Array Name
— Probe Array type

e Select a specific protocol for the array.
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Figure 176 GCC Fluidics Control window, Station controls
Master Station 1 1D ]
Madule 1 ID: Madule 2 ID: Module 3 ID: Module 4 ID:
Barcode: Barcode: Barcode: Barcode:
[ [ [ [
Sample Fils Name: Sample Fils Name: Sample Fils Name: Sample Fils Name:
[ RN RN RN =

Each module has its own set of controls. (Figure 177)

Figure 177 Module controls

Module 2 10:

Barcode:

Sample File Mame:

Array Mame:

Probe Array Type:

Select: Protocal

@ al 7 Compatible

™ GeneChip I¥T Labeling Kit

Protocal:

[~ |

" Custom (" Maintenance

™ GeneChip HWS Kit

Step:

[~ |

[

[~ |

The use of the module controls is described in "Running fluidics on individual stations"

on page 160.
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Status window

Figure 178 Status window

Station | Module | Array Name Probe Anay Type | Barcode D | User Pratacol Date Time Current Stage | Time / Cycle Temp | Time Remaining
1 2 October_11_02_HGAJ1334_fep2  HGAJ1334 Expression FlesFS450_0001  200510-11 142500 Funning 352 210 178m

1 1 October_11_02_HG-J1334_Repl  HG-U1334 Expression F5450_0001 2008-10-11 14:26:00  Running 348 200 1:18:52

The Status Window (Figure 178) displays:

e Station: Fluidics station in operation.

e Module: Module in operation.

¢ Array Name: Name assigned to the array.

¢ Probe Array Type
— Barcode ID: The last five digits of the probe array barcode.
— User: Person who created the Sample file.
- Protocol: Protocol used for the fluidics run.

— Date Time: Current data and time when a protocol is running, or data and time
when it was complete.

— Current Stage: Fluidics protocol stage currently running.

— Time/Cycle: Amount of time left for current stage or wash cycle number (e.g.
2 of 4).

— Temp: Temperature used for current stage.
— Time Remaining: Total time remaining for protocol.

Running protocols

You have several different options for selecting and running protocols with GCC
Fluidics Control, depending upon:

¢ The type of protocol you want to run.

e Whether you want to run it on multiple stations.

¢ Whether you want to select different protocols for different modules in a station.
This section describes how to select and run protocols using GCC Fluidics Control:

¢ "Running a priming or maintenance protocol on multiple stations and modules"

on page 156

¢ "Running a fluidics protocol on multiple stations" on page 157

¢ "Running fluidics on individual stations" on page 160

¢ "Resuming a fluidics protocol" on page 164

¢ "Bypassing steps in a fluidics protocol" on page 165
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Runningapriming  Priming fills the fluidics station lines with wash buffers and deionized water. The
or maintenance GeneChip Fluidics Station must be primed before it can be used to run assay
protocol on protocols. Prime the fluidics station when:

multiple stations The fluidics station is first turned on.

and modules e A wash solution is changed.

The fluidics station is to be used again after a shutdown has been performed.
¢ A module LCD window informs you that the module is not primed.

This section explains how to run priming or maintenance protocols on multiple
stations and modules.

Priming the fludics station

1. Start the GCC Fluidics Control Software.
See "GCC fluidics control software" on page 151.
The software opens with the Master controls displayed.

2. In the Select Protocols section of the Master controls, select List Maintenance
Protocols Only.

Figure 179 Selecting the Prime protocol

Master |station 1 ID: |

Step 1: Select Probe Array Type

Probe Array Type: j

Step 2; Select Protocol

™ List All Protacals
" List Compatible Protacols Only

. Iv GeneChip I¥T Labeling Kit ™ GeneChip HWS Kit
Select to list

. ™ List Custom Pratocals Only
maintenance protocols

% List Maintenance Protocols Only

Protocal:

| Then select Prime_450
from the list

Step 3: Copy ko selected modules/stations

[orebedivhs |

3. Select Prime_450 from the Protocol drop-down list; or
Select the maintenance protocol you want to run.
4. Select the modules to be primed (Figure 180).
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Figure 180 Selecting the stations and modules for priming
¥ CheckiUncheck &l Stations and Modules

I Station 1 ID: r

¥ Module 2 ModuIeZ ™ Module 3 ™ Module 4 r r r [
~ ~

r ~ r r ~ ~ ~ r
r r

r - r r r r r r
r r

r = r r r r r r

You can:

e Select individual check boxes for each module.
¢ (Click the Station ID check box to select all modules for a particular station.

¢ (Click Check/Uncheck all Stations and Modules to select/deselect every
station and module.

5. Click Copy to Selected Modules.

6. The selected protocol (Prime_450) is applied to the selected stations and
modules.

7. Fillthe intake buffer reservoirs A and B with the appropriate priming buffer. (Refer
to the appropriate GeneChip probe array package insert).

8. Empty the waste bottle and fill the water reservoir with deionized water.

9. Load an empty, standard 1.5 mL microcentrifuge tube in the sample holder of
each module to be primed.

10. Click the Run All button [ = 23| or

Select Start — Run All Modules Selected on Master Page.

11. Follow the prompts in the Status window (also shown in the module LCD
window).

The Status window and the module LCD window display the status of the
procedure. The fluidics station is ready to use when priming is completed and
Priming done, Ready appears in the module LCD window.

Running a fluidics  You can run a selected protocol on any or all modules in the Fluidics stations attached
pI’OtOCO| on to the workstation using the Master controls.

multiple stations _ _ o
Selecting and running a fluidics protocol for a set of probe arrays

1. Start the GCC Fluidics Control Software.
See "GCC fluidics control software" on page 151.

GeneChip™ Command Console™ (GCC) User Guide 157



Chapter 6 Controlling the fluidics station

Running protocols

The software opens with the Master controls displayed (Figure 181).

7

Q)
)
S
2

Figure 181 Master controls

Master | station 1 I0: |

Step 1: Select Probe Array Type

Probe Array Type:

Step 2: Select Protocol

f+ List Al Probocols
™ List Compatible Protocals Only

™ Genechip IVT Labeling kit [ Genechip HWS Kit
" List Custom Protocals Cnky

™ List Maintenance Protocols Only

Protocol: |

Step 3 Copy to selected modules/stations

[Goresatiionies |

[
[ Stat
r
-
=
-
i -
-
=

I™ Checkfuncheck Al Stations and Modules

tion 1 1D: r
Module 1 [ Module 2 [ Module 3 [ Module 4 In In In In
r
I I I I I I I
r
I I I I I I I
r
I I I I I I I

2. Select the array type from the Probe Array Type list. (Figure 182)

Figure 182 Selecting probe array type

Step 1: Select Probe Array Type

Probe Array Type:

Step 2; Select Protocol

(+ List All Protocal
™ List Compatiblg]

I~ Genecht

3[4

FGComplexSumGeno, Mapping
Ag.Expression

ATH1-121501 . Expression
ax26087_a_ref _dir.Mapping
Barley1.Expression
Bovine,Expression

Citrus, Expression
Citrus_SNP.Mapping
DCMEagIQrS10959 . Resequencing

E_coli_2.Expression
1

IMPORTANT! The protocol that is displayed in the Protocol drop-down box after selecting
the probe array type may or may not be the correct protocol for the array, depending upon the
type of analysis being performed. To make sure the correct protocol is selected, follow the
steps below.

3. Limit the protocols listed by selecting from the different options (Figure 183).
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Figure 183 Selecting options to filter the list of protocols

Step 2; Select Protocol

(+ List All Protacals
" List Compatible Protacols Only

Iv GeneChip I¥T Labeling Kit ™ GeneChip HWS Kit
™ List Custom Protocals Only

™ List Maintenance Protocols Only

Protocal:

Select the options for
filtering protocols

To limit the protocols listed:

c. Select one of the following buttons:

e List All Protocols

]
4

22

L

(®)

e List Compatible Protocols Only (displays only protocols that can be used

with the selected labeling kit):

Select the appropriate check box:

—GeneChip IVT Labeling Kit

—GeneChip HWS Labeling Kit

¢ List Custom Protocols Only (displays only protocols that have been edited

or provided by the user)

e List Maintenance Protocols Only (displays only maintenance protocols)
Only the protocols that meet the selected requirements are displayed in the

Protocol drop-down list.

4. Select the protocol from the Protocol drop-down list (Figure 184).

Figure 184 Selecting protocols from the list

Step 2; Select Protocol

™ List All Protacals
+ List Compatible Protocols Only

Iv GeneChip I¥T Labeling Kit ™ GeneChip HWS Kit
™ List Custom Protocals Only

™ List Maintenance Protocols Only

Protocal:

Select the protocol from
the drop-down list

IMPORTANT! The protocol that is displayed in the Protocol drop-down box after selecting
the probe array type may or may not be the correct protocol for the array, depending upon the
type of analysis being performed. To make sure the correct protocol is selected, select the
correct options for filtering the protocol list as described above.

5. Select the modules to be run by:

e Selecting individual check boxes for each module.
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¢ Clicking the Station ID check box to select all modules for a particular station.

¢ C(Clicking Check/Uncheck all Stations and Modules to select/deselect every
station and module.

Figure 185 Selecting stations and Modules

[ Station 1 ID: I~
[~ Madule 1 [~ Module 2 [~ Madule 3 [~ Module 4 I~ I~ I~ I~
r
r r r r r r r
r
r r r r r r r
r
r r r r r r r

™ CheckfUncheck Al Stations and Modules

Running fluidics
on individual
stations

Click Copy to Selected Modules.
The selected protocol is applied to the selected stations and modules.
Fill the intake buffer reservoirs A and B with the appropriate solutions (Refer to

the appropriate GeneChip probe array package insert).

Empty the waste bottle and fill the water reservoir with deionized water.

Click the Run All button | *22|; or
Select Start — Run All Modules Selected on Master Page.

The Status window and the module LCD window display the status of the
procedure.

10. After the protocol is finished, remove the probe array and inspect the probe array

window for air bubbles.

If air bubbles are present, reinsert the probe array into the fluidics station to
automatically drain and refill the probe array with the last wash buffer used. (Refer
to the appropriate GeneChip probe array package insert.) If no bubbles are
present, the probe array is ready to be scanned.

You can also select a particular fluidics protocol on an individual station and module.

Selecting and running a fluidics protocol on an individual station and
module

. Start the GCC Fluidics Control Software.

See "GCC fluidics control software" on page 151.
The software opens with the Master controls displayed.

2. Click the tab for the station you want to use (Figure 186).
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Figure 186 Tabs for Master and Station controls

G Edit  Wiew Start  Help

M & 8 @ = O -

Filters  Refresh  Settings Edit Email Info Help

Masker Station 1 ID: ]

The Station controls displays the module controls for the selected station.
Each module control has the same functions (Figure 187).

Figure 187 Module control

Module 2 10:

Barcode:
|

Sample File Mame:

| =l
Array Name:

| El
Probe Array Type:

| =l

Select: Protocal
& al 7 Compatible © Custom  { Maintenance

™ GeneChip I¥T Labeling Kit [ GeneChip HWS Kit

Protocal:

| [~
Step:

| K
(o]

3. Click the Refresh button to refresh the list of Sample files.

Running protocols

4. Click in the Barcode box and enter the barcode using the keyboard; or

Scan the barcode with an external barcode reader.
5. Press the Tab key.

The following items are selected automatically if the barcode is valid:

— Sample File name: Sample File with which the barcode is associated.
— Array Name: Array name with which the barcode is associated.

— Probe Array Type: Probe array type with which the barcode is associated.
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Figure 188 Barcode entered,
Sample File name, Array Name, and
Probe Array type automatically
selected

Masker Station 1 ID: ]

Module 1 10:

Barcode:

@52006500461517101305401416533702

Sample File Mame:

=l
Array Mame:
|Pre_Register_02_(Ha-U1334_2) |
Probe Array Type:

Select: Protocal

" Al Compatible © Custom  © Maintenance
[v GemeChip IVT Labeling Kit | GeneChip HWS Kit
Protocal:

| Midi_eukzyv3_450 |

Step:

[1 - wiash a1 |

If you enter a valid barcode or specify the array name by other means, the fluidics
protocol information is kept with the Audit file for the array.

You can also:

e Select a Sample file without entering the barcode. In this case, if the Sample
file has more than one array associated with it, you will need to select the
proper array from the Array Name list.

e Specify a protocol without specifying a Sample file or array. In this case, the
fluidics protocol information is kept in an audit file that does not link to a
particular Sample file.

Note: You can use the Filter dialog box to limit the Sample (ARR) files displayed
by various properties. See"Filtering the sample file list" on page 166.

IMPORTANT! The protocol that is displayed in the Protocol drop-down box after entering a
barcode or selecting a sample name or probe array type may or may not be the correct protocol
for the array, depending upon the type of analysis being performed. To make sure the correct
protocol is selected, follow the steps below.

6. Set the options to filter the fluidics protocol selections.
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Figure 189 Selecting options for protocol selection

Select: Protocal

" Al Compatible © Custom  © Maintenance

v &

I GenechiniWS kit || Select the options for

Protocol filtering protocols
| Midi_eukzyv3_450 |

To limit the protocols listed select one of the following buttons:

e All (lists all protocols available on your computer)
e Compatible (displays only protocols that can be used with the selected
labeling kit):
Select the appropriate check box:
¢ GeneChip IVT Labeling Kit

¢ GeneChip HWS Labeling Kit

e Custom (displays only protocols that have been edited or provided by the
user)

¢ Maintenance (displays only maintenance protocols)
Only the protocols that meet the selected requirements are displayed.

7. Select the fluidics protocol from the Protocol list.

Figure 190 Selecting the protocol

Select Protocal
" al & Compatble ¢ Custom ¢ Maintenance Select the prOtOCOl from the list

[v GemeChip IVT Labeling Kit | GeneChip HWS Kit

Protocal:

[~ |

IMPORTANT! The protocol that is displayed in the Protocol drop-down box after entering a
barcode or selecting a sample name or probe array type may or may not be the correct protocol
for the array, depending upon the type of analysis being performed. To make sure the correct
protocol is selected, select the correct options for filtering the protocol list as described above.

8. Click Run to start the protocol on the selected module; or
From the Start menu, select Run All Modules on Current Station; or

Click the Run All Modules on Current Station button .

9. Load the probe array and sample vial holder containing the appropriate solution
in each active module.
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Sensors in the fluidics station detect when the probe array and sample vial holder
have been loaded. The process will proceed automatically from this point,
although some protocols may require removal and substitution of the sample vial
and solution. The Fluidics Status window displays the status of the procedure
(see "Status window" on page 155).

Figure 191 Fluidics Control window, protocol running
Fle Edt View Start Help
o & al = E
Fiters  Refresh Edt  Emal  Info Help
Masker  Station 1 ID: ]
Module 1 1D Module 2 1D¢ Module 3 100 Module 4 1D:
Barcode: Barcode: Barcode: Barcode:
Sample File Name: Sample Fils Name: Sample File Mame: Sample File Hame:
Array Name: Array Name: Array Mame: Array Mame:
Probe Array Type: Probe Array Type: Probe array Type: Probe Array Type:
Select Protacol Select Protacol Select Protocol Select Protacol
(o = o (o (o i o i pl % Compatible ¢ Custom (7 Maintenance @ Al O Compatble © Custom (7 Maintenance
= r r r [ GensChip IVT Labeling kit | GensChip HWS kit [ GeneChip IWT Labeling kit | GeneChip HW'S Kit
Protocol: Protocol: Protocol: Frotacol:
Step: Step: Step: Step:
st | oo
Station _|Module | ArayName  [Probe Arap Type  [BacodeID | User | Protacal Date Time | Current Stage |Time / Cycle [Temp | Time: Fiemaining |
1 Pre_Riegister_0 HG-U1334_2 Expressic 33702 allso Wid_eukzva 450 20080222 155600 Rumning 05358
1 2 Dr_Smith_0_{} HG-U1334_2 Expressic allsn Mid_euk2v3d 450 20080222 155600  Starting
‘ [+]

10. Repeat as necessary for other modules in the fluidics station(s).

11. After the protocol is finished, remove the probe array and inspect the probe array
window for air bubbles.

If air bubbles are present, reinsert the probe array into the fluidics station to
automatically drain and refill the probe array with the last wash buffer used. (Refer
to the appropriate GeneChip probe array package insert.) If no bubbles are
present, the probe array is ready to be scanned.

Resuming a
fluidics protocol

GCC tracks the progress of a fluidics protocol run. If the protocol stops before
completion, it can be resumed at the point where it was interrupted.

Note: The resume feature is only available for fluidics protocols that display multiple
steps in the Step drop-down list of the Fluidics Station dialog box and that have failed.
If you exit GCC Fluidics Control while a fluidics protocol is running, the resume feature
will be unavailable upon startup of the software.

1. Click Resume in the Modules controls.

The selected protocol is started in modules one through four of the fluidics
station.
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Some multi-step fluidics protocols can be started at any step, so that part of a
protocol can be bypassed.

Note: The bypass function is only available for fluidics protocols that display multiple
steps in the Step drop-down list of the Fluidics Station dialog box.

Bypassing steps

1. Select an array and protocol as described in "Running a fluidics protocol on
multiple stations" on page 157.

2. Select the desired beginning step from the Step drop-down list (Figure 192).

Figure 192 Bypassing protocol
steps 1,2, and 3

Master Station 1 ID: |
Module 1 10:
Barcode:

| @510599004135260529064009761 132589

Sample File Mame:

|@510599004135260529064009?61 13289 j
Array Mame:
|@510599004135260529064009?61 13289 j

Probe Array Type:

| I

Select: Protocal

" Al Compatible © Custom  © Maintenance

[v GemeChip IVT Labeling Kit | GeneChip HWS Kit

Protocal:

| Micro_tv1_450 |
Step:
[1 - wiash a1 |
1-'Wash Al A
2-Wash B
3 - Stain 1

|5 - Stain 2 bl

3. Click Run to start the fluidics protocol at the selected step.
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When first opened, the Sample file list in the module control displays all the Sample
files available in GCC. (Figure 193)

Figure 193 Station controls with
unfiltered Sample File list

Masker Station 1 ID: ]

Module 1 10:

Barcode:

Sample File Mame:

@52006500461517101305401416533702
@52006500461517101305401416533703

" Al Compatible © Custom  © Maintenance

[v GemeChip IVT Labeling Kit | GeneChip HWS Kit

Protocal:

| EukGE-w52v4_450 |

Step:

[1 - wiash a1 |

You can use the Filter dialog box to limit the types of files displayed in the Sample File

list.

Note: The Filter dialog box can also be used in the GCC Scan Control in Manual mode.

Using the Filter dialog box

1. Click the Filters button | i

, Or

From the Edit menu, select Filters....

The Filters dialog box opens. (Figure 194)

GeneChip™ Command Console™ (GCC) User Guide

166

25
M|
Lated



Chapter 6 Controlling the fluidics station
Filtering the sample file list &

Figure 194 Filters dialog box
Date
¥ From Fiday . May 11,2007 | [ 7o | |
Selected Project Mames: E[A" Projects] j
Selected Probe Amay Types: | [Al Arrays] j
Attribute Attribute value [Select to Edit] -~
[ 1 IUSERLAssay Type
[ 2IUSERLAutomati..
[ 2 IUSERLCamments
[ 4 1USERIExperime...
[ 5IUSERLFood Type
| BIUSERLProbe Ar...
[ 7IUSERReagent ...
[ BIUSERLSample D.. v
Include Scanned Arays Array Mame Wildcard
Include Scanned Array Mame
Arrays
(] 8 | Cancel |

The Filters dialog box enables you to filter the displayed Sample files by:

GeneChip™ Command Console™ (GCC) User Guide

Date: Files created on a date or range of dates.

Selected Project Names: Files associated with a particular project.

Selected Probe Array Types: Files for a specific probe array model.

Template attributes and values: Files associated with a particular attribute
value.

Array Scan status: Files for arrays that have already been scanned.

Array Name wildcard: Array names with a specified text string in their file name.

Select a date or range of dates for file creation:
a. Select the From check box.
b. Click the arrow at the date (displays the current date).
A calendar for the current month appears. (Figure 195)
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Figure 195 From Calendar

[ate
¥ Fom | Fiday . May 112000 ~| [ Tq

| Sun Mon Tue wied Thu Fri Sat
Selected Projec 1 2 2 4 F

7 & 9 10§k 2

13 14 15 16 17 18 19
M 02 2 23 M4 X/ %
F o829 30 3

|Jzer Attribute to Edit]
| 1IUSERLA:] 2 Today: 5/11/2007
[ 2 IUSERLAutomat..

Bhle

Selected Probe

c. Select a date for the start of the range. You can move from month to month
by clicking the < and > buttons.

If you only select one date, the filter will display only the files created on that
date.

To select a range of dates:
d. Select the To check box.
e. Select a date for the end of the range.
3. Select projects from the Project Name drop-down list:
a. Click the down button in the Project Name list.

A list of the projects available in GCC on this computer is displayed.
(Figure 196)

Figure 196 Displaying Project List

180l Frajects] ¥l
RALAI Projects]
B Build37EU133a

fAData
| [ADefaul

RAFlat
RAFor_Richard
MGCos 1.3

RAPlus2

fARec_Test

fAtest

2]

b. Select the check boxes next to the projects you want displayed in the filtered
list.

Note: For more information about creating and using projects, see "Projects”
on page 34.

4. Select Probe Array Types:
a. Click on the down arrow in the Selected Probe Array Types list.
A list of the available probe array types is displayed. (Figure 197)
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In some cases there may be multiple array models under the same header.
in these cases you can click the + button to display the additional probe

arrays.

Figure 197 Displaying array types

|§[AII Arrays]

Selected Probe Amay Types:

> |Ld

Uszer Attribute

[ 1 IUSERLAssay Type
[ 2 IUSERLAUtoma...
[ 2 IUSERLCamment
[ 4 1USERIExperime...
[ 5IUSERLSample D...
[ EIUSERLSample N...
[ 7 IUSERLSample P...
[ BIUSERSample T...

Include Scanned Arays

— Include Scanned

[all Arrays]

-1 fAExpression
[ABarley1
RAE _coli_2
B HG-U13348
B HG-U1334_2
B HG-U1336
[AHG-U133 _Plus_2
B HT_HG-U1334
RATestz
[ATest3_bens

= AMapping

RAMappingS0K_Hind240
[AManninnSK_Yhaz4n

Aprau Mame [

b. Select the check boxes next to the probe array types you want displayed in
the filtered list.

5. Select template attributes and enter values:

a. Locate the attribute you want to filter by.
Attributes are listed in the format: [Template Name|: Attribute Name.

User attributes are listed as: |[USER]|: Attribute Name. See "User attributes" on
page 25 for more information about user attributes.

b. Click in the check box next to the attribute name. (Figure 198)

Figure 198 Selecting an attribute

Uszer Attribute

[ 7 IUSERLSample P...
[ BIUSERSample T...
[ 9IUSERLSample ...
|7 10 Default: Gender
[ 11 Defaul:Height
|— 12 DefaultSample ...
[ 13 Defaulwieight
|— 14 Mew_Template...

Uszer Attribute value [Select to E dit]

c. Click in the User Value column next to the attribute and enter a value
(Figure 199).

You can use the * symbol as a wildcard in the User Value column.
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Figure 199 Entering an attribute value

Uszer Attribute Uszer Attribute value [Select to E dit]

[ 7 IUSERLSample P...
[ BIUSERSample T...
[ 9IUSERLSample ...
[ 10 DefauliGender (M
[ 11 Defaul:Height

|— 12 DefaultSample ...
[ 13 Defaulwieight

|— 14 Mew_Template... v

Note: The Sample Attribute Conversion function may impact your selection of
templates and attributes. For more information, see ""Sample attributes conversion"

on page 115.
6. Deselect the Include Scanned arrays check box to exclude arrays that have
already been scanned; or
Select the check box to display all arrays, including scanned arrays.

7. Enter atext string (used in different array names) in the Array Name wildcard text
box, using the * symbol as a wild card.

For example, if you have used the barcode as an array name, entering “@*” will
display all array with filenames using a barcode.

8. Click OK.
The filtered Sample file list is displayed in the module controls. (Figure 200)

A Filters Applied notice appears above the list.

Figure 200 Filtered Sample file list

Module 1 10:

Barcode:

Fiters appicd ~<all— Filters Applied notice

Sample File Mame:

Select: Protocal
" Al Compatible © Custom  © Maintenance

[v GemeChip IVT Labeling Kit | GeneChip HWS Kit

Protocal:
| [~

Step:

| [~
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Adding a label to a station and modules

You can add a label to a station or module in the GCC Fluidics Control software. The
labels can be useful when you are using more than one Fluidics station. The labels
appear in the Fluidics Control software and will be used in status e-mails and in the
Audit file (see Appendix E, "Notification e-mails" on page 367).

1. Click the Settings button ; or

From the Edit menu, select Station Settings...
The Fluidics Options dialog box opens (Figure 201).

Figure 201 Fluidics Options dialog box

Fluidics

Fluidics Stations Installed: j‘
Station Mumber: 1 -

Station ID: |

Module 1 ID: Module 2 ID:
Module 3 ID: Module 4 ID:

Iv ‘Warn if Protocol Selected is not Compatible

Scanner

Scanner ID:

Ok | Cancel |

Set the number of Fluidics stations installed in the Fluidics Stations Installed box.
Select the number of the station you want to label from the Station Number list.
Enter a label for the station in the Station ID box.

Enter labels for the modules in the Module ID boxes.

Click OK.

The Restart Notice appears (Figure 202).

N o o s~ oD

Figure 202 Restart Notice

[} The Fluidics Control software must be closed and restarted so that these changes can take effect,
. Make sure that all protocols have finished before closing the application.

8. Click OK to close the Restart Notice.
9. Shut down and restart GCC Fluidics Control.
The labels are used in the station controls. (Figure 203)
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Figure 203 Station Controls with labels
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Installing and updating protocols

Installing
protocols

The fluidics protocols are files that list the steps used to process different types of
probe arrays. After installing the GCC Fluidics Control software, you must install the
fluidics protocols.

1.

From the Files menu, select Install Protocols...

The Fluidics Scripts Installer opens.

Click Next.

The Select Software screen appears.

The Select Source screen appears.

The screen enables you to:

Select the software you want to install scripts for and click Next.

Install the protocols from a directory on the file system.

Install the protocols from the thermofisher.com web site. Note: You must be
a registered user before using this feature.

To install from a directory:

a. Select the option.
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b. Enter the path to the directory or click Browse and use the Select Directory
dialog box to locate the directory with the scripts.

To install from thermofisher.com:
a. Select the option.
b. Enter user name and password.
4. Click Next.
The Select Package screen appears.
The screen displays a list of the fluidics scripts packages available from the
selected source.
5. Select the package you want to install and click Next.
The Select Protocols screen appears. (Figure 204)

Figure 204 Select Protocols

Please select the protocolls) to be installed on the system and press the Mext button, w

Protocol Name [ Wew version [ Viersion of installed Seri | |1 5 ajact Al
DNAariay_W35_450 1 Mot Installed :
EUKGEWS1vd_d50 1 Not Installed

Clear

i

EukGEWS2v4_450
EukGE-WS245_450
[ Fs450_0001
[ Fs450_0002

Mot Installed
Mot Installed
1

DI Fs450_0003

[ F5450_0004

[ Fs450_0005

[ F5450_0008
Genfler_$v3_450
Genflerv3_450
GenomewideSNFSy1_450
Mapping? 00Kv1_450
Mapping] 0Kl _450
=

< >

1

Mot Installed
Mot Installed
Mot Installed
Mot Installed
Mot Installed

v

< Back ‘ Mext > | Cancel |

The screen displays a list of the protocols in the selected package with the following
information:

¢ Protocol Name: With check box to select protocol for installation.
¢ New Version: Version of protocol in selected installation package.
¢ Version of installed Script: Version of protocol installed on your computer.

6. Select the check boxes for the protocols you want to install and click Next.
The Summary Screen appears. (Figure 205)
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Figure 205 Summary Screen

The following is a summary of the package to be installed on the system. w

Selectsd Fluidics Soipt -~
DNéanay_W55_450
EukGE-WS1+v4 450
EukGE WS 2v4_450
EukGE-WS245_450
Genfler_5v3_450
Genflexv3 450
GenomeWideSHFSy1_450
Mapping] 00Kv1_450
Mapping] 0Kv1_450
Mapping500K1v2_ 450
Hicro_1+1_450
Midi_DMAarray WS5_450
Mid_euk2v3_450
Mini_DMAarray WS5_450
Hin_Mappingl Gk 1_450
Min_euk2v3_450
Hin_prok2:1_4560
P532_450
ProkGE-WS2v3_450
TrueTag_Chip_Wash_R7_450 B

< Back | Mhews | Cancel ‘

The Summary screen displays information about:

¢ Selected fluidics scripts

e Source Path

e GCC Target Directory

e GCC Log Path: Location of the log file for this installation.

7. Review the information and click Next.
A progress bar displays the progress of the install. (Figure 206)

Figure 206 Progress screen

The Setup Wizard is installing Affpmetix Fluidics Seripts, m

Installing F5450_0005 fluidics files.

When the install is completed, the Finish screen appears. (Figure 207)
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Figure 207 Finish screen

GeneChip Fluidics Scripts setup has completed,

The Setup ‘Wizard has now suscessfully installed FS450 Fluidics Seiipts on GeneChip
Command Censale Software, Click the Close button ta exit the installation

Close

8. Click Close.

Editing protocols

You can edit some hybridization and wash (Hybwash) protocols.

Note: Modifications to a Hybwash protocol must be completed before it is run.
Protocol changes made during a run do not affect the run in progress.

1. From the Edit menu, select Edit Protocol; or

Click the Edit button .

The Fluidics Protocol Editor dialog box appears. (Figure 208)

Figure 208 Fluidics Protocol Editor
Protocol Mame: j
Wash A1 Recovery Mixes i] L
‘Wash A1 Temperature (C) 30
Mumber of Wash A1 Cycles 10
Mixes per Wash Al Cycle 2
‘Wash B Recovery Mixes o
‘Wash B Temperature () 50
Mumber of Wash B Cycles ]
Mixes per Wash B Cycle 15
Stain Temperature (C) 35
First Stain Time {seconds) 300
‘Wash A2 Recovery Mixes o
‘Wash A2 Temperature (C) 30
Mumber of Wash AZ Cycles 10
Mixes per Wash AZ Cycle 4
Second Stain Time (seconds) 300 v
Save | Defaults Close
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2. Choose the fluidics protocol you want to edit from the Protocol Name drop-down
list. The listed protocols are the same ones displayed when you select Custom
in the Master and Station controls.

Note: Only the protocols in this list may be edited. All others are defined for
specific applications and cannot be customized.

3. Highlight the parameter value you want to change and enter the new value
(Parameters values must be within the ranges shown in Table 2 on page 177).
Enter a Hybridization Time of zero if only a wash is desired. To omit Wash A or
B, enter zero for the Number of Wash A or Wash B cycles.
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The FS450 instrument specifications

Fluidics Station Dimensions

(height, depth, width)
40.2x41.0x71.1cmor 1513/16 x 16 1/8 x 28 inches

Product Weight
Approximately 80 pounds or 36.3 kg

Power Input

100to 240 V~, 3 A
300 watts or less

Main supply voltage fluctuations not to exceed 10% of the nominal supply
voltage.

Temperature

Operating: 15° to 30° C
Storage (non-operating):-10° to 60° C

Humidity
Operating: 10-90% RH, non-condensing
Storage (non-operating):10% to 95% RH

Other
Pollution degree, 2
Installation category, Il

Electrical Supply

The electrical supply shall meet the input specified on the instrument label.
Voltage fluctuations shall not exceed 10% nominal supply voltage.

Altitude
<2000m

Table 2 Valid ranges for hybridization or stain protocol parameters

Parameter Valid Range

Hybridization or stain time 0 - 86,399 seconds

Temperature 15-50°C

Number of Wash cycles 0-99

Mixes per Wash cycle 1-99

4. Save the edited protocol:

e To save the parameters under the same protocol name (overwrites the old
protocol), click Save.
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e To save the parameters under a new protocol name, enter a new name in the
Protocol Name field, then click Save.

This adds the new protocol name to the drop-down list.
5. Click Defaults to return the parameter settings to the default values.
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Scanning cartridge arrays
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After processing in the Fluidics Station, the arrays need to be scanned. (Figure 209)

Figure 209 Workflow for the Cartridge Arrays

GCC Cartridge Array
Processing Workflow Steps Step performed using:
Register Sample(s) and Assign o GCC Portal
Arrays in Sample (ARR) files

l

| Hybridize Array and Sample |

i

| Process Probe Array in Fluidics Station | GCC Fluidics Control and
Fluidics Station 450

Scan Probe Array and —- GCC Scan Control and:
Save Image Data in DAT files D:I ® GeneChip Scanner 3000 (GCS3000)
* GCS3000 With Autoloader

Review grid alignment and perform E| GCC Viewer
manual gridding if necessary s ¥

l

Analyze Cell Intensity Data and Thermo Fisher Scientific and/or
Generate Analysis Data in CHP files Third Party Data Analysis Software

Not performed by GCC for
Cartridge Arrays

Scanning can be done with the following scanners:
¢ The GeneChip Scanner 3000 (GCS3000) can be loaded with one chip at a time
for scanning.

e The GCS3000 with AutoLoader (Autoloader) has a carousel that can be loaded
with up to 48 chips. The chips can then be scanned in sequence without operator
attention.

The scanners are controlled by with the GCC Scan Control software.
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This chapter contains the following sections:
e "GCC scan control software" on page 180
e "Applying Tough-Spots to prevent leaks" on page 185
e "Using GeneChip Scanner 3000" on page 186

IMPORTANT! Read all the material in this chapter before running the scanner.

You can set things up to provide email notification when scans are complete or
problems develop. See Appendix E, "Notification e-mails" on page 367 for more

information.

GCC scan control software

The GCC Scan Control software is introduced in the following sections:

e "Starting the GCC scan control software"

e "Status window information" on page 182
e "The Status window (Figure 211) displays the following information:" on page 182

e "Setting Up the Scanner ID" on page 184

IMPORTANT! Please make sure that the data roots used in GCC software on the instrument
control workstations do not contain files that have non-Thermo Fisher Scientific file extensions

(example: DLL, TMP, CPP, ASPX, OUT, etc).

Starting the GCC 1. Click the GCC Scan Control iconm in the Launcher; or
scan control Click the Start — Thermo Fisher Scientific > Command Console GCC Scan
software Control.

The GCC Scan Control window opens (Figure 210).
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Figure 210 GCC Scan Control window

File Edit View Scanner Help

Menu bar
Tool bar 3ol = o -

Start Email Info Help

Position_| Array Mame | Probe Array Type | Barcode 10 [ ser Date & Time Scan Stabus

Status Window

<

Status bar | #utsosader standby

Components of the GCC Scan Control window:

e Menu bar: Access to functions of the software.
¢ Tool bar: Quick access to commonly used functions.
e Status Window: Displays list of scanned arrays with information on their status.

e Status bar: Displays information about the status of the AutoLoader and the scan
in progress.

Hiding or displaying the tool bar

1. From the View menu, select Toolbar — Standard Toolbar.

Adding text labels to the tool bar buttons

1. From the View menu, select Toolbar — Text Labels.

Hiding or displaying the status bar

1. Click — View — Status Bar.
The Status window appears. (Figure 211)
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Figure 211 Status window

Flle Edt Wiew Scanner Help

@ Q@

Add Chips Stop

<] i |

Email Info

7]

Help

<

Position | Array Name
@ 1

2 Cartridges Loaded

| Data File
Ci\Command_ConsoleiData|Dr Watson LabllzheimeriAlz_01_PL_01_A_2.DAT
C:ACammand_ConsaleiDatalDr Watson Lablalzheimerlsample 1_PL_07_a_3.DAT

| Date & Time
fug 22 2007 D1:49FM
fiug 22 2007 01:49PM

| Barcode 10 [ ser
13289
13285

| Probe Array Type Scan Stabus
Test3

Test3

ALZ_O1_PLDI_A 1 rallso

sample 1_PL_0Z_A_2

Sean complets

rallso 22,36% complete

Autoloader Door: Locked

Position

Array Name

Probe Array
Type

Barcode ID
User
Date & Time

Scan Status

Data File
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The Status window (Figure 211) displays the following information:

Position occupied by a given cartridge in the AutoLoader carousel.
Completed scans are marked with a green check mark @
Interrupted or failed scans are marked with a red X @

Array name assigned to the array.

The probe array type for the scan associated with a given cartridge position.

The unique identifier in the barcode for the scan associated with a given cartridge position.
Name of the user (array owner) for the scan associated with a given cartridge position.
Date and time of the scan.

The status of the scan. (Autofocus, scanning). This field displays all scanner status strings associated with the
scan and retrieved from the scanner.

The message strings that may appear in this field are listed below. Note: Not all of the following messages
will appear during each AutoLoader run.

e Autofocus

e Scan Status - % of lines scanned

e Scan Complete status

e Autofocus Errors

e The array XXX has already been scanned
e Chip load failures

¢ Invalid barcode errors

* Array does not exist errors

e AutolLoader door open errors

Location and name of data file.

The Default folder is designated by the user as the automatic location of all files
created during drop and scan operation, and for DAT and CEL files when the Sample
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(ARR) file is located on network data storage.

For more information on Network Data Storage option, see Appendix A, "Networking"
on page 338.

For more information about designating the Default folder, see "Specifying a default
folder" on page 90.

For more information about transferring data to network data storage, see "Uploading
data to network data storage" on page 91.

Reviewing 1. From the Scanner menu, select Information of click the Info button.

scanner. The Scanner Information box opens (Figure 212).
information

Figure 212 Scanner Information box

Scanner Type: M10

Scanner ID: Main Lab Scanner

Setial Number: M105IM

Hardware Yersion: 3000

Software Version: 4.0

Filkers: 570,532,565, 605,655, 705
Pixel Sizes: 0.51,0,70,1.09,1,56,2,50

Scans Completed:

HG-U13354 3

The box displays information on:

e Scanner Type

e Scanner ID, if assigned (see "Setting Up the Scanner ID" on page 184)
e Serial Number

e Hardware Version

e Software Version

e Filters

¢ Pixel Sizes

e Scans Completed
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Setting Up the You can add an ID label to the scanner which enables you to identify it when email

Scanner ID notification is activated.

Adding a label to a scanner

1. From the Edit menu, select Scanner ID...
The Instrument Configuration dialog box opens. (Figure 213)

Figure 213 Instrument Configuration
dialog box

Fluidics

Eluidics Stations Installed: 1] jl
Station Mumber: |1 =

stationID: |

Mdle 1 10: | Mdle 2 10: |
Module 310: | Module 410: |
Scanner

Scanner ID:

2. Enter a label for the Scanner in the Scanner ID box.
3. Click OK.

The label can be seen in the Scanner Information dialog box. (Figure 214)

Figure 214 Scanner Information dialog box

Scanner Type: M10

Scanner ID: MainLabscanner —— 1+ New scanner ID
Setial Number: M105IM

Hardware Yersion: 3000

Software Version: 4.0

Filters: 570,532,565, 605,655, 705

Pixel Sizes: 0.51,0,70,1.09,1.56,2.50

Scans Completed:

HG-U13354 3
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Applying Tough-Spots to prevent leaks

Tough-Spots™ are chemically inert polyvinyl labels that adhere to all plastics. Applied
Biosystems recommends using 3/8-inch circle diameter Tough-Spots to prevent
leakage from the array septa.

Before loading the probe array, follow this procedure to prevent the leaking of fluids
from the array during scanning.

Even if you have already applied Tough-Spots to the array prior to hybridization or
after washing, you must remove the old Tough-Spots and apply new ones before you
load them into the AutoLoader.

Thermo Fisher Scientific recommends the use of Tough-Spots P/N 64-0158

or from

USA Scientific, Inc. P.O. Box 3565 Ocala, FL 34478 (800)LAB-TIPS P/N 9185-
0000

WARNING! To reduce the risk of leakage, do not use excessively large pipette tips to pierce the
septa.

Using Tough- 1. On the back of the probe array, clean excess fluid from around septa
Spots (Figure 215).

Figure 215 The GeneChip probe array

Plastic cartridge

Front

Probe array on
glass substrate

2. Carefully apply one Tough-Spot over each of the two septa. Press to ensure that
the spots remain flat. If a Tough-Spot does not apply smoothly; that is, if you
observe bumps, bubbles, tears or curled edges, do not attempt to smooth them
out. Remove the spot and apply a new one. (Figure 216)
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Figure 216 Applying Tough-Spots to array septa

Tough-SpotsTM

Using GeneChip Scanner 3000

The GeneChip Scanner 3000 (GCS3000) is used to scan GeneChip probe arrays. It
enables you to load and scan one array at a time.

Figure 217 The GeneChip
Scanner 3000

WARNING! ONLY authorized personnel may service this equipment. The GCS3000 Scanner
contains an incorporated Class 3B laser. Use of controls or adjustments or performance of
procedures other than those specified herein may result in hazardous radiation exposure.
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WARNING! The GCS3000 Scanner contains an incorporated Class 3B laser with the following
specifications: Wavelength = 532nm +/- 1 nm; Beam Divergence (full angle) = <8mrad; Output
Duration = Continuous Wave; Maximum Power Output = 500mW.

Do not remove the cover of the scanner. Use the scanner only as instructed in this User Guide. Do
not attempt to service the instrument.

WARNING! A\ Laser in use during scanning.

IMPORTANT! Read all material in this section before running the GCS3000.

This section contains the following material:

¢ "Introduction to the GCS3000", below

e "Scanning a probe array with GeneChip Scanner 3000" on page 190
e "Scan Options" on page 194

e "Troubleshooting" on page 195

Laser Safety The laser is equipped with an automatic shutter that inhibits its output beam and
ensures safe operation under conditions encountered in normal operation. The
instrument covers, the array access port, and protective shutters ensure that during
instrument operation no directed or stray laser light leaves the instrument.

IMPORTANT! The scanner is a Class 1 laser product when the laser is enclosed in scanner case.
The laser itself is a Class 3B laser product.

DANGER
Laser radiation when open.
Avoid direct exposure to laser
beam.
The lasers can cause serious injury if
the instrument is not operated in
accordance with instructions in this

user guide.
CAUTION
Use laser safety glasses when N ﬁ
servicing
DO NOT STARE INTO LASER
BEAM.

Class 1 Laser Product
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The green laser is a 532nm solid-state laser. This is a Class 3B laser and has visible
outputs greater than 5mw but not more than 500mw. It must never be operated in an
exposed manner. Any object in the direct path of the laser beam may be damaged.
Eyes and skin can be seriously damaged by direct exposure to, specular reflections
from, or diffuse reflections from this laser. If improperly used, a laser of this type can
cause fires. When used according to the instructions in this manual and when all
covers are in place, the GeneChip Scanner is classified as a Class 1 Laser Product per
IEC 60825-1:2007.

Complies with 21 CFR 1040.10 and 1040.11 except for deviations pursuant to Laser
Notice No. 50, dated June 24, 2007.

Always take note of laser safety labels; they indicate areas where exposure to laser
beams may be hazardous.

Electrical safety The scanner will automatically handle any input voltage from 100 to 240 VAC nominal,
50 to 60 Hz.

Note: The scanner’s power supply will auto-detect the input voltage source and
configure itself.

/N CAUTION

The power supply cord is used as the main disconnect device. Ensure that the socket
outlet is located and installed near the equipment and is easily accessible.

CAUTION! If you use the scanner in a manner not specified in this user guide, you may impair the
protection provided by the equipment.

CAUTION! Do not confuse your company’s network connections with the dedicated Ethernet port
of the scanner-workstation. The proper scanner connection is located near the top of the
workstation.

CAUTION! This 10/100 Base T Ethernet communications port is dedicated to the scanner-
workstation interface. You cannot connect the scanner to your company’s Ethernet
communications network.

IMPORTANT! The reset button is the scanner’s circuit breaker. The breaker switch will be tripped
whenever the scanner experiences an electrical fault condition. Press to reset. If you cannot reset
this switch, contact technical support.
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This section contains:

e "Theory of Operation", below
e "Starting the scanner" on page 190
e "Shutting down the scanner" on page 190

Theory of Operation

The GeneChip Scanner 3000 is a wide-field, epifluorescent, near-confocal
microscope. The scanner uses a 532 nm solid-state laser to excite probe array
fluorophores. This in turn produces an emission wavelength appropriate for the probe
array being scanned, which is automatically specified in the scan parameters for the
selected probe array. As the surface of the probe array is scanned, a photomultiplier
tube collects and converts the fluorescent emissions into an electrical signal. An
analog-digital converter in the scanner converts this signal into corresponding
numeric values representative of fluorescent intensities. These digital intensity values
are collected from discrete areas on the array surface and are stored on the computer
workstation as pixels that comprise the image data file (the DAT file). The patented
Flying Objective™ technology represents a radical departure from conventional laser
scanners. The optical system comprises a scan arm that rapidly oscillates from side
to side scanning the entire width of the probe array in a continuous arc while the probe
array is advanced in front of the objective. The acquired image of the array is returned
to the computer software as a set of arcs. The software then geometrically corrects
these arcs to form a linear image of the array (Figure 218).

Figure 218 Schematic of the scanner design

FILTERWHEEL
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The laser source excites the hybridized fluorophores and the photomultiplier system
simultaneously captures the resulting fluorescent intensities. The optical components
direct the fluorescent beam back through the objective lens, through a dichroic mirror
and to the PMT. An analog-digital converter transforms the PMT output into 65536
levels of intensity. Each level of intensity is stored in the software as a 16 bit number
(216=65536).

The scanner is equipped with an IEC 320 compliant power entry module located at the
rear of scanner.

The scanner is equipped with an RJ-45 interface connector compatible with 10/100
Base T Ethernet for communications with the host workstation.

The GCC application controls the scanner. After the scanner has completed a scan,
GCC displays a picture of the image in the image window. The software displays the
fluorescent intensity values from each pixel within the probe array feature in a
grayscale or pseudo color mode and superimposes a grid on the image to delineate
the probe cells.

GCC analyzes the image and derives a single intensity value for each probe cell on an
array. This data is automatically generated and saved to the cell intensity file.

Starting the scanner

1. Press the on/off (I/0) switch on the front panel.

The scanner’s onboard computer boots up. The bootup process takes a few
minutes. During this time both the yellow and green light will be on. The scanner
enters the laser warm-up state. During this warm-up time, the green light will turn
off and the yellow light will remain on. You must wait 10 minutes for the laser to
stabilize.

Shutting down the scanner

1. Close the GCC software. This is the best way to shut off the laser. Alternately,
press the 1/0O (on/off) button on the front panel to turn off the instrument.

Note: The laser also has a sleep mode that activates after 1 hour of inactivity.

This section shows you how to scan a GeneChip probe array using the GeneChip
Scanner 3000.

Scanning the probe array

1. Turn on the Scanner-AutolLoader (see "Starting the scanner", above).

2. Start the GCC Scan Control Software (see "GCC scan control software" on page
180).

3. Click the Start button *@ ‘ in the main tool bar; or
Select Scanner Start Scanner from the menu bar.
The Scanner dialog box opens. (Figure 219)
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Figure 219 Scanner Dialog box

Barcode:

Sample Attribute File M ame:
Array Mame:

| [~

Probe Armay Type:
PFixel Size:

D ata Location:

Start Lazer is On Cancel

At this point, you can choose from these options:

e Ifyour array has a valid barcode, you can scan the barcode on the probe array
into the barcode field. The software will retrieve the sample file and array
name associated with the barcode.

If the barcode is not associated with an existing Sample file and array, a
sample file will be created during scan using Drop and Scan.

e If your array does not have a valid barcode, you can manually select an array
as described below:

a. Select the Sample file name for the probe array you want to scan from the
Sample File Name drop-down list.

b. Select the array name of the probe array to be scanned from the Array Name
drop-down list.

The Probe Array Type field automatically displays the probe array type that
was entered while creating the Sample file.

4. Click Start in the Scanner dialog box.
The Start window appears. (Figure 220)

Figure 220 The Start Scanner dialog
box

GeneChip Scanner

Load your samples in the autoloader. then click OK or
press Enter

Array et room temperature

Allow rescans

OK ] | Cancesl

If you want to skip the warm-up period before scanning the first probe array, keep
the default check-mark in the Array at room temperature check box. If you want
to allow rescans, click the Allow rescan check box.
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5. Click OK to start the run.
The GeneChip Scanner dialog box appears. (Figure 221)

Figure 221 Scanner dialog box

Load your sample, then click OK or press Enter

Options... I Cancel |

The scanner door opens and the chip transport mechanism raises to accept a
probe array.

6. Load the probe array (Figure 222) into the scanner chip transport mechanism.
Insert the probe array into the chip transport mechanism such that the front of
the probe array (label side) faces to the rear of the scanner.

Note: The scanner will enter Park mode if it is unattended for 15 minutes and will
enter standby, or sleep, mode if it is unattended for 60 minutes (45 minutes after
entering Park mode). The green light will turn off and the yellow light will turn on.
To reactivate the laser, click Turn Laser On in the scanner dialog box and wait
10 minutes.

Figure 222 GeneChip probe arrays. Note the location of the flange, as the scanner
accepts the probe array in only one orientation.

Plastic cartridge Flange Septa

Front

Probe array on
glass substrate

CAUTION! Do not force the probe array. If the array does not drop easily into the chip
transport mechanism, eject the array and try again. If this does not remedy the situation,
see"Troubleshooting" on page 195 or call technical support. Also, if a probe array becomes
lodged in the scanner, you can manually remove it. For more information, see "Manually
removing a lodged/stuck probe array" on page 196.

In addition, you cannot modify the scanner settings. GCC automatically selects the appropriate
settings based on the probe array type specified during experiment setup.
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Figure 223 Loading the probe array into the chip
transport mechanism. Note that the front of the
probe array faces to the rear of the scanner.

7. Click OK in the GeneChip Scanner dialog box to start scanning the probe array.
During the scan, the green light will flash, and the yellow light will be off.

After the scan starts, the software will start with the auto-focus routine. Data
collection starts after successful completion of auto-focus. During the pre-scan
state, when auto-focus is complete, but before data collection has started, the
software will count downwards.

Note: When multiple emission filters are used during the scan process, the
software will display the scan with a letter followed by the percentage of scan
completed. The letter identifies the scan associated with the emission filter.

After the scan is completed, GCC:

e Saves the image data.

e Aligns a grid on the image to identify the probe cells.
e Computes the probe cell intensity data.

¢ Ejects the probe array.
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Note: If you leave the scanner idle for an additional 15 minutes, the scanner will also
enter “Park” mode. The yellow light is off and the green is light on. The chip transport
mechanism will retract and the scanner door will close. You must click the Eject Chip
button to open the scanner door and raise the chip transport mechanism.

Note: You can track the progress of the grid alignment and cell intensity computation
in the GCC Viewer. For more information see Chapter 9, "Using the GCC viewer" on
page 267.

This section describes various options when using the GCS3000:

e "Scanning Four-Color Arrays"
e "Stopping a Scan" on page 194

Scanning Four-Color Arrays

The four color scans are performed on GeneChip arrays that have been configured for
use with four emission filters. The four emission filters are specified in the GCC scan
parameters. when performing a multi-filter scan, GCC scans the array with different
emission filters, using the order specified for the array.

A DAT file is created for each of the emission filter scans. To distinguish the different
scans, GCC appends a suffix of A, B, C, or D to the DAT files. Different file naming
conventions are used in the case of a rescan of an array, depending upon whether the
array was manually loaded.

When running multiple scans on an array, the scanner performs autofocus only once,
prior to the first scan. This is true whether the scans are performed as part of a four-
color scan or as a re-scan.

Aborting a scan with a manually loaded array

If scanning is aborted on a manually loaded array, the emission filter scan in progress
continues until it is complete, and the DAT data for the completed scans are saved.
When the scan is resumed, GCC auto-focuses the scanner and then re-scans and re-
creates a DAT file for each emission filter scan, overwriting the previously created DAT
files.

Stopping a Scan

1. Click the STOP button @ or select Run Stop Scanner from the menu bar.

2. At the prompt, click Yes to stop the scanner or No to cancel stopping
(Figure 224).

Figure 224 Stop scanner prompt

<P The Stop command will abort the run in progress and result
. ] in uneven photo-bleaching to the array being scanned.
Are you sure you wank to stop the scanner?
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CAUTION! If you click Yes, the data from a partial scan will be lost. This is different from using
earlier software or scanner versions where you could save the data from a partial scan.

If you rescan a probe array that has been partially scanned, the previously scanned area of the
probe array may experience fluorophore bleaching. This will result in non-uniform fluorescence
intensity across the probe array.

Troubleshooting

Table 3 Troubleshooting tips

3. After you stop a scan, the scanner will automatically eject the array.

Note: The scanner dialog box has an eject array button. This is reserved for ejecting
an array after the scanner goes into sleep mode or when you must manually eject the
array for any other reason. If the probe array becomes stuck, see "Troubleshooting"
or call technical support.

Problem

Possible Cause Corrective Action

No image when scanning

Power off or cable loose | Check all connections and power.

inside

Loss of laser power Contact technical support.
Intermittent problems scanning Loose cable Check all rear connections.
Scanner fails with probe array Power failure Manually extract probe array. Check all connections to

scanner. Turn scanner on, restart software.

For additional troubleshooting information, see:

e ‘"Issues relating to the scanner’s operation" on page 195
e "Manually removing a lodged probe array" on page 218

Issues relating to the scanner’s operation
The table below lists some issues and problems that you may encounter while using
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Issue

Explanation

If communications are
interrupted during a scan (by a
faulty cable connection or
power being lost at the
scanner, for example)

GCC will properly note the failure and present a message “Cannot connect to Scanner.”
However, there are two issues to note. First, GCC will report such a failure only after a
network time-out of about 30 seconds. Second, rarely, if communications have been lost,
GCC and the Scanner may not be able to automatically restore communications once the
problem is rectified, and both may become unresponsive.

To restore proper operation, verify that the scanner is on, that communication cables are
properly connected, and close and restart Microsoft® Windows® then restart GCC. If the
system remains unresponsive, disconnect and reconnect power to the scanner, restart the
scanner normally, close and restart Microsoft® Windows® and GCC.

Repeated attempts to send
commands (Start, Turn Laser
On, etc.) from GCC to the
Scanner while GCC is reporting
the scanner “Offline” may result
in GCC becoming unresponsive
until communications are
restored

If communications cannot be re-established, please follow the recommendations of item 1

If the Scanner experiences
multiple auto-focus failures, the
system may enter an
unresponsive state.

Follow the recommendations of item 1 to restore communications and correct operation.

Laser warm-up lasts for ten
minutes, during which time the
“Turn Laser On” button will
remain unchanged and GCC
will display the status message
“Warm-up”.

Simply note that this is normal operation.

If no array is inserted and a
scan started.

The scanner will attempt go through the first parts of the auto-focus routine and then report
“Failed to find chrome border”.

The scanner should be in the pa

rk mode to eject the array.

Auto focus will fail if salt
deposits accumulate on the
array.

Use Tough-Spots to prevent leaks in the GeneChip probe array. See the quick reference
card, p/n 08-0076.

CAUTION! H

eavy object. Two people are required to lift the scanner.

Manually removing a lodged/stuck probe array

In the event that a probe array becomes lodged in the array transport mechanism,
follow the procedure outlined below.

GeneChip™ Command Console™

1.
2.

Turn off the scanner.

Insert a paper clip or small Allen wrench into the rescue hole on top of the
scanner and press to partially lift the array loading door.

M (GCC) User Guide

196



Chapter 7 Scanning cartridge arrays
Using GeneChip Scanner 3000 7

3. Using your fingers, gently lift the front edge of the door. As you lift the front edge,
lift the back edge approximately 1/4” to open the door straight up to expose the
rescue screw in the front.

4. Using a standard (-) screwdriver, turn the rescue screw clockwise to raise the
array transport mechanism.

5. Continue to turn the screw until the probe array ascends sufficiently to grab it.

Note that the screw is fine pitched and requires a number of turns. Stop if you
encounter screw resistance. Do not over torque.

6. When the array has ascended sufficiently, remove it.
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Figure 227 Removing the array

7. Re-screw the array transport mechanism until it descends completely, or until
you encounter resistance. Do not over torque.

8. Close the door.
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GCS3000 Specification table:
Item Parameter Value
Weight Shipping approx 74 pounds (35.4 Kg)
Free -standing 63 pounds (28.6 Kg)
Dimensions Width -13.25in
Depth -27.5in
Height -18.25in
Power Voltage 100-240V -
Current 4-2A
Line Frequency 50 - 60 Hz

Working Environment

Temperature
Humidity

Clearance

Pollution Degree
Installation Category

Altitude

59°F-85°F (15°C-30°C)
10-90% Non-condensing

2 in.(5 cm) on side, back and top

2
Il
<2000m

Electrical Supply

Main Supply Voltage
Fluctuations

Provide voltage, frequency or
power rating per unit label

Are not to exceed +10% of the
nominal supply voltage
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Using the GCS3000 with AutoLoader

The GeneChip Scanner 3000 with AutoLoader (AutoLoader) is similar to the GCS3000
with the addition of a carousel autoloader, designed expressly for scanning multiple

GeneChip probe arrays. The AutoLoader can scan up to 48 probe arrays automatically
without operator presence.

WARNING! A\ Laser in use during scanning.

Figure 228 The GeneChip Scanner 3000 with AutoLoader

Introduction For more information about the scanner, see "Introduction to the GCS3000" on page
189.

Starting the AutoLoader

To turn on the AutoLoader:

e Turn on the Scanner-AutoLoader by pressing the on/off (I/O) switch on the front
panel.
The scanner’s onboard computer boots up. The bootup process takes a few
minutes. During this time both the yellow and green light will be on. The scanner
enters the laser warm-up state. During this warm-up time, the green light will turn
off and the yellow light will remain on. You must wait 10 minutes for the laser to
stabilize.

Shutting down the scanner

1. Close the GCC software. This is the best way to shut off the laser.
2. Press the I/O button on the front panel to turn off the instrument.
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Scanning probe This section shows you how to scan a GeneChip probe array using the GeneChip
arrays with Scanner 3000 with AutoLoader.

GeneChip

Scanner 3000

with AutoLoader Scanning chips using the AutoLoader

1. Turn on the AutolLoader by pressing the on/off (I/0O) switch on the front panel.

The scanner’s onboard computer boots up. The bootup process takes a few
minutes. During this time both the yellow and green light will be on. The scanner
enters the laser warm-up state. During this warm-up time, the green light will turn
off and the yellow light will remain on. You must wait 10 minutes for the laser to
stabilize.

2. Load your cartridges into the carousel (up to 48). Note that only one orientation
is possible (Figure 229).
Cartridges should be loaded into the carousel starting at position #1. Additional
cartridges need not be contiguous. A run will stop after 48 cartridges OR when
the same barcode is read within the same run.

Figure 229 Loading the array into the chip
carousel. Each slot is numbered, 1 through
48, and each array can fit in only one
orientation

3. Load the carousel into the AutoLoader by inserting the carousel into the
AutoLoader and turning the carousel until the alignment pin seats into the
alignment hole. (Figure 230)

GeneChip™ Command Console™ (GCC) User Guide 201



Chapter 7 Scanning cartridge arrays
Using the GCS3000 with AutoLoader

Figure 230 Loading the array carousel into the
AutolLoader

Alignment
Hole

Carousel
Mounting
Key Flat

Alignment
Key in the
Autoloader

Alignment
Pin

Inserting
Carousel
into the
Autoloader

4. Turn the carousel clockwise until the carousel mounting key flat seats gently into
the AutoLoader alignment key. You may have to turn the carousel several times
before it will seat into the alignment pin and alignment key. When seated
properly, the carousel will be flush with the AutoLoader housing.

5. Close the AutoLoader door. (Figure 231)
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Figure 231 Inserting and turning
the carousel. the carousel must be
seated and flush with housing.

Note: The seating of the key flat is confirmed by a gentle falling of the carousel into
the key.

Note: If all probe arrays have valid, associated barcodes, you can run the AutoLoader
in auto-mode.

Note: If there exists an identical barcode within the database from an earlier
AutolLoader run, and you want to rescan the current probe array with that same
barcode, check the Allow Rescans box. This will create additional DAT files. The
original DAT file WILL NOT BE OVERWRITTEN. A new DAT file is created, and the file
name for the new file has an underscore and incremental number added to it,
beginning with _2. If the AutoLoader encounters the same barcode within the same
run, the run will terminate.

6. Start the GCC Scan Control software (see "Starting the GCC scan control
software" on page 180).

7. Set the default settings.
a. Click Edit Options.
b. Clear the Enable Manual Mode check box.
c. Click OK.
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Figure 232 Scanner Options
dialog box with Enable Manual
Mode check box cleared

¥ Tum on Laser at startup

™ Dizable Autcloader

(] 8 | Cancel |

8. Click the Start button @ in the main tool bar; or
Select Scanner Start Scanner from the menu bar.

The Start window appears. (Figure 233)

Figure 233 The Start Scanner
dialog box in automode

Load your samples in the autoloader, then click 0K
ar press Enter

¥ Anays in carousel positions 1-4 at room temperature

[~ Allow rescans

0K Cancal |

If you want to skip the warm-up period before scanning the first probe array, keep
the default check in the First four arrays at room temperature box.

9. Click OK in the Start Scanner dialog box to start the run.

The AutolLoader blue indicator light will light up signifying that the AutoLoader
door is now locked.

The carousel automatically homes itself and performs inventory to determine
the number and position of cartridges present.

The scanning run begins. During the scan, the green light will flash, and the
yellow light will be off.

The AutolLoader completes the autofocus operation before scanning each of
the probe arrays. This takes approximately two to three minutes. The scanner
cannot be stopped during this period.

The run will stop automatically when the last array is scanned.

At the completion of each scan, the GCC software will attempt grid alignment.
If it is successful, the scan data will be automatically advanced to the Grid
Alignment processing state.

The progress of the scan data can be tracked using the Review Window of the
GCC Viewer (see Chapter 9, "Using the GCC viewer" on page 267).

The progress of each scan is displayed in the Scan Status window
(Figure 234).
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Figure 234 Scan Status window during autoloader run.

Fle Edt View Scammer Help

<
2 Cartridges Loaded

L] a = o -
Add Chips Stop  Emal  Info Help
Position_| Array Mame | Probe Array Type | Barcode 10| wser | Date & Time Scan Status | Data File
@ 1 Az0IRLOIAL Testd 13289 rallso Aug 222007 0L49PM Stan complete Ci\Command_Consols|DatsiDr Watson Lab|Alzheimer|ALZ_01_PL_01_A_2 DAT
2 sample1PL0Z_A2 Test3 13285 rallso AU 722007 DL49PM 22.35% complete Ci\Command_ConsolelDatalDr Watson Lablalzheimerlsample 1_PL_02_a_3DAT

Autoloader Door: Locked

¢ The window displays a list of the arrays as they are being scanned with the
information displayed in the Status window (see "Status window information"
on page 182)

After the scan is completed, GCC:
a. Saves the image data to an image file (*DAT).

(o2

. Ejects the probe array.

o

Aligns a grid on the image to identify the probe cells.

o

. Automatically computes probe cell intensities and saves the data to the cell
intensity file (*CEL).

Note: You can track the progress of the grid alignment and cell intensity
computation in the GCC Viewer.

Arrays with barcodes that are not associated with a Sample file and array will
have a sample file created using Drop and Scan.

The AutoLoader will skip probe arrays if the AutoLoader encounters:
e Arrays with unreadable or invalid barcodes or without barcodes.

¢ Arrays that have been previously scanned if the Allow Rescans check box is
cleared.

10. Close the GCC Scan Control software. This is the best way to shut off the laser.
11. Press the I/0O button on the front panel to turn off the instrument.
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Special scan
options The following sections describe various options for running the scan:
e "Drop and scan" on page 206
e "Stopping an AutoLoader run" on page 206
e "Adding cartridges during a run" on page 207
e "Scanning a Probe Array in Manual Mode" on page 210
e '"Ejecting a probe array" on page 212
e "Using GCC with the AutoLoader disabled" on page 212
e "Scanning four-color arrays" on page 213
e "Terminating a scan run" on page 214

Drop and scan

The Drop and Scan feature lets you scan a set of GeneChip probe arrays without first
creating a Sample (ARR) file for them. A Sample file is created automatically during
Drop and Scan, with the probe array barcode used as the file name.

1. Start the GCC Scan Control software.
2. Start the scanner.

3. Load the arrays in the scanner.

4. Click the Start button.

If the arrays have valid barcodes, they are scanned. The ARR, DAT, and CEL files
are named using the barcode and placed in the designated Default folder.

For more information about the Default folder, see:
e "Default folders" on page 33
e "Specifying a default folder" on page 90

If the scanner cannot read the barcode, or if there are no library files on the
system for chips with that part number, the chip is ejected and an error notice
appears.

Stopping an AutoLoader run

The Stop button is only available after you have clicked the Start button. Click this
button if you want to abort a scan or run in progress.

Note: If you stop the scanner while a probe array is in the process, you will lose all
scan information from that probe array. If you rescan the array, it may be affected due
to uneven photo-bleaching. This could potentially make the data from the array
difficult to compare to other array data.

1. Click the STOP tool bar button @ | or select Scanner Stop Scanner from the
menu bar.

2. At the prompt, click Yes to stop the scanner or No to elect not to stop the
AutolLoader run.
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Figure 235 Stop AutolLoader prompt

<P The Stop command will abort the run in progress and result
\._‘/ in uneven photo-bleaching to the array being scanned.
: Are you sure you wank to stop the scanner?

A window displays the message “The scanner will not stop until autofocus has
finished.”

3. Click OK.
After you stop a scan, the scanner automatically ejects the array.

Adding cartridges during a run

The software provides you with a button that will enable you to unlock the AutoLoader
door and add additional probe array cartridges while in the middle of an AutoLoader
run. You have two choices:

e To add cartridges immediately even while a scan is in progress (in which case the
DAT file is discarded and replaced with a newly collected one after the
AutolLoader run is resumed).

e To add cartridges after a scan has completed (in which case the DAT file is
saved).

Note: The Add Chips button is enabled only after the AutoLoader has started a
run in automatic mode.

Interrupting a scan in progress

Note: If you stop the scanner while a probe array is in the process, you will lose
all scan information from that probe array. If you rescan the array, it may be
affected due to uneven photo-bleaching. This could potentially make the data
from the array difficult to compare to other array data.

1. Click the Add Chips button ||, or select Run Add Chips from the menu bar.
The Add Chips Options dialog box opens. (Figure 236)

Figure 236 The Add Chips Options dialog
box

‘Warning: Adding chips without completing the scan will
cauze the chip currently being scanned to be rescanned.

Add Mow | Cancel

2. Click Add Now.

The blue AutoLoader indicator light will turn off signifying that the AutoLoader
door is now unlocked.
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If a scan is in progress, the software will continue to record the scan. However,
to avoid the possibility of generating a corrupt DAT file, it will discard that scan
that was in progress when the door was opened.

3. Open the door and add probe array cartridges to the carousel.
4. Close the scanner door.
The following window appears. (Figure 237)

Figure 237 Resume notice

! E Press the Resume butkon to continue the autoloader run
L

5. Click OK.
6. Click the Resume @ button; or select Run Resume.

The Notice dialog box opens. (Figure 238)

Figure 238 Notice dialog box

Load your zamples in the autoloader, then click OF
or press Enter

W #rays in carousel positions 1-4 at room temperature

[ Allow rescans

(] 8 | Cancel |

7. Select the Allow Rescans option, if desired, then click OK.

The blue AutoLoader indicator light turns on signifying that the door is locked.
The software homes the carousel and inventories the number of present probe
arrays. The carousel then moves to that last previously scanned probe array
(when the door was opened) and continues the scanning run by rescanning
that probe array.

The array is rescanned and a new DAT file overwrites the previous DAT file.

IMPORTANT! Do not load an array into the same carousel position that was occupied by the
array that had just been scanned, i.e., do not replace cartridges.

Adding chips without interrupting a scan
1. Click the Add Chips button ®|  or select Run Add Chips from the menu bar.
The Add Chips Options dialog box opens. (Figure 239)
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Figure 239 The Add Chips selection
buttons

‘Warning: Adding chips without completing the scan will
cauze the chip currently being scanned to be rescanned.

Add Mow | Cancel

2. Click Add after scan.
The Interrupt After Scan Complete notice appears. (Figure 240)

Figure 240 Complete Scan notice

1 E The autoloader run will stop after the scan is complete,
L

3. Click OK.

The AutoLoader will wait until the current probe array has undergone the
autofocus and scan procedures before unlocking the door.

The blue AutoLoader indicator light turns off when the AutoLoader door is
unlocked.

4. Open the door and add probe array cartridges.
Close the scanner door.
The Resume Notice dialog box opens. (Figure 241)

Figure 241 Resume notice

! E Press the Resume butkon to continue the autoloader run
L

The GCC status bar displays a “waiting to start” status.
6. Click OK.
7. Click the Resume |@| | button; or

Select Run — Resume.

The Run Options dialog box opens. (Figure 242)
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Figure 242 Run options dialog box

Load your zamples in the autoloader, then click OF
or press Enter

W #rays in carousel positions 1-4 at room temperature

[ Allow rescans

(] 8 | Cancel |

8. Select the Allow Rescans option, if desired, and click OK.

The blue AutoLoader indicator light turns on signifying that the door is locked.
The software homes the carousel and takes inventory of the probe array
cartridges present. The carousel then proceeds to the next array position
following the previously scanned probe array. The AutoLoader continues the run
from that array position.

Note: If you click the Cancel button in the Run Options dialog box, the
AutolLoader will not resume the scan.

Scanning a Probe Array in Manual Mode

In the AutoLoader Automode, each probe array requires a valid barcode in order to be
scanned. The manual mode feature enables you to scan one probe array at a time
without the requirement of a barcode. This is useful if you must scan probe arrays that
have invalid or absent barcodes.

1. Set the scanner options.
a. From the Edit menu, click Options.
The Scanner Options dialog box opens. (Figure 243)
b. Check Enable Manual Mode.
c. Click OK.

Figure 243 Scanner Options
dialog box, Enable Manual
Mode checked

¥ Tum on Laser at startup
Iv¥ Enable Manual Mode

™ Dizable Autcloader

Cancel |

2. Click the Start button «g) ; or

Select Scanner Start Scanner from the menu bar.

The Scanner dialog box opens. (Figure 244)
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Figure 244 Scanner Dialog box

Barcode:

Sample Attribute File M ame:
Array Mame:

| [~

Probe Armay Type:
PFixel Size:

D ata Location:

Start Lazer is On Cancel

At this point, you can choose from a number of options:

* You can click Start without selecting an array name. If your array has a valid
barcode, the software will get the barcode from the array in the AutoLoader
and select the correct Sample file and Array name.

e |fyour array has a valid barcode, you can scan the barcode on the probe array
in to the barcode field. The software will retrieve the Sample Attribute File
associated with the array.

e [f your array does not have a valid barcode, you can manually select an array
as described below:

— Select the Sample file name for the probe array you want to scan from the
Sample File Name drop-down list.

— Select the array name of the probe array to be scanned from the Array Name
drop-down list.

The Probe Array Type field automatically displays the probe array type that
was entered during experiment setup.

3. Click Start in the Scanner dialog box.
The Start dialog box appears. (Figure 245)

Figure 245 The Start Scanner dialog box

Load your samples in the autoloader, then click QK or
press Enter

Array at roorm termperature

Allow rescans

oK l | Cancel
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Note: If you want to skip the warm-up period before scanning the first probe
array, keep the Arrays at room temperature check box marked as checked.

Note: You can eject or load an array by clicking on the Load/Eject button at any
time except when the scanner is engaged in the autofocus operation or the
scanning run.

4. Load the probe array into slot number 1.

Note: The array slot at position number 1 is the only slot available in Manual
Mode.

5. Click OK in the Start Scanner box (Figure 245) to start the autofocus routine. This
takes approximately two to three minutes. The scanner cannot be stopped
during this period.

During the scan, the green light will flash, and the yellow light will be off.
After the scan is completed, GCC:

a. Saves the image data to an image file (DAT).

b. Aligns a grid on the image to identify the probe cells.

c. Automatically computes probe cell intensities and saves the data to the cell
intensity (CEL) file.

Note: You can view the status of the cell intensity computation in the GCC
Viewer.

d. Ejects the probe array.

Ejecting a probe array
The probe array will automatically eject after a run.

Using GCC with the AutoLoader disabled

If you have a working scanner but the AutoLoader is not operating, you can still use
the scanner, but you must check the Disable AutolLoader option in the Defaults
window. This will disable the AutoLoader and enable you to use the scanner alone as
you would in manual mode.
1. From the Edit menu, click Options.
The Scanner Options dialog box opens. (Figure 246)

2. Check Disable AutoLoader.

3. Click OK.
Figure 246 Disable AutolLoader
checked
¥ Tum on Laser at startup
=
¥ Disable Autoloader
(] 8 | Cancel
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A window will appear asking that you reboot the scanner.

Figure 247 Reboot notice

& Autoloader Mode had Changed. Please Reboot Scanner

4. Press the scanner front panel I/O button once to turn off the scanner. Wait a few
moments, the press the I/0 button to turn on the scanner.

Open the AutolLoader door.
Manually load a probe array into the slot.
Close the AutoLoader door.

© N o o

Scan the probe array in the same manner as the AutoLoader in manual mode.
See "Scanning a Probe Array in Manual Mode" on page 210.

After scanning the probe array, you must manually remove the probe array from
the AutoLoader. See Steps 7 though 13 in "Manually removing a lodged probe
array" on page 218.

Scanning four-color arrays

Four color scans are performed on GeneChip arrays that have been configured for use
with four emission filters. The four emission filters are specified in the GCC scan
parameters. when performing a multi-filter scan, GCC scans the array with different
emission filters, using the order specified for the array.

A DAT file is created for each of the emission filter scans. To distinguish the different
scans, GCC appends a suffix of A, B, C, or D to the DAT files. Different file naming
conventions are used in the case of a rescan of an array, depending upon whether the
array was manually loaded (see below) or loaded using the autoloader.

When running multiple scans on an array, the scanner performs autofocus only once,
prior to the first scan. This is true whether the scans are performed as part of a four-
color scan or as a re-scan.

Aborting a four-color scan with a manually loaded array

If scanning is aborted on a manually loaded array, the emission filter scan in progress
continues until it is complete, and the DAT data for the completed scans are saved.
When the scan is resumed, GCC autofocuses the scanner and then re-scans and re-
creates a DAT file for each emission filter scan, overwriting the previously created DAT
files.

Aborting a four-color scan when using the autoloader

If scanning is aborted on an array loaded using the autoloader, the emission filter scan
in progress continues until it is complete, and the DAT data for the completed
emission scans are saved. When the scan is resumed, GCC auto focuses the scanner
and then re-scans and re-creates a DAT file for each emission filter scan. GCC does
not overwrite the previously created DAT data, but creates a new set of DAT files,
adding a suffix of “_nX” to the DAT file name, where n identifies the rescan number
and 'X' is the letter assigned for the emission filter. A 4-color array scanned a second
time will produce DAT files with the following suffixes: _2A, 2B, _2C, _2D.
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Note: When using the “Add Chips Now” function of the autoloader, if the door is
opened in the middle of a scan acquisition, GCC treats the scan as an abort request.
After the emission filter scan in progress completes, scanning halts and the DAT and
CEL files for the completed emission filter scans are saved. Upon resume, the GCC
auto-focuses the scanner and rescans the array for each emission filter. To avoid the
rescan of the array, it is recommended that the “Add Chips Later” function be used.

Autorotation: The AutoLoader is equipped with a heater to warm up the cartridges
prior to scanning in order to reduce condensation and fogging of the probe array
window. This autorotation routine is used for temperature stability but only after the
AutolLoader run is complete or during a power failure as described below.

Autorotation

Autorotation occurs during a power failure only if the uninterrupted power supply
(UPS) is included as an accessory. The UPS provides power to the scanner/
AutolLoader during a power failure. If the power fails during the scan of an array, that
scan is completed and then the system turns off the heater and enters the autorotation
mode to conserve power and cool the chips in the carousel. The system will also
attempt to send an e-mail to notify the user of the power failure.

During an AutoLoader run, the carousel is rotating as the chips are processed to
introduce the next array to the scanner, so autorotation is not needed. After the
AutolLoader run is complete the heater is turned off and the carousel is rotated to get
even cooling of the chips.

Terminating a scan run

The AutoLoader run will terminate under certain normal circumstances. Table 4
outlines under what conditions a scan run will or will not terminate.

Table 4 Summary of scan run termination conditions

The scan run will terminate if: The scan run will not terminate if:

You press the Stop button. Caution: If you You check Allow Rescans box. When the AutoLoader encounters a probe
stop the scanner while a probe array is in the | array that was previously scanned in an earlier run, it will rescan that probe
process, you will lose all scan information array and will create additional DAT files (DAT1, DAT2, etc.).

from that probe array. If you rescan the array,
it may be affected due to uneven photo-
bleaching. This could potentially make the
data from the array difficult to compare to
other array data.

The AutolLoader detects a probe array with You clear the Allow Rescans box. When the AutoLoader encounters a probe
the same barcode in the current run, i.e., in array that was previously scanned in an earlier run, it will log the probe array
the currently loaded carousel. The probe but will not rescan it. It will continue the run.

array will not be rescanned.
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Table 4 Summary of scan run termination conditions

The scan run will terminate if:

The scan run will not terminate if:

cartridges in the same run.

The AutolLoader detects 48 scanned

You click the Add Now button. The AutoLoader door will unlock to accept new
probe array cartridges. The scan in progress will complete. When you close
the door and continue, the AutoLoader will home, take inventory and move to
the same probe array that was in the process of being scanned when the door
was opened. It will discard the earlier DAT file and rescan that probe array.

Note: this has nothing to do with the Allow Rescans check box.

You click the Add After Scan button. The AutoLoader door will wait until the
scan in progress is complete then unlock the door. When you close the door
and continue, the AutoLoader will home, take inventory and move to the next
probe array from that which was in the process of being scanned when the
door was opened.

Troubleshooting

Troubleshooting tips are given in the table below and in the following sections:

e "AutoLoader error messages" on page 216
e "Manually removing a lodged probe array" on page 218

Problem

Possible Cause

Corrective Action

No image when scanning

* Power off or cable loose

Check all connections and power.

e | oss of laser power

Contact technical support.

* Image display disabled

Enable image display

Intermittent problems
scanning

® | oose cable

Check all rear connections.

Scanner fails with probe
array inside

* Power failure

Manually extract probe array. Check all

connections to scanner. Turn scanner on, restart

software.

Carousel does not
automatically home

e Check for stuck array

e Carousel not seated on D ring

¢ Alignment Pin not engaged in Carousel
® Door is open or ajar

e Door is open when blue LED is off.

Carousel does not rotate

e Door is open or ajar

e System is warming up, array in heater

e Carousel not seated on D ring

e Alignment Pin not engaged in Carousel

e | aser in Scanner is warming up. GCC
has Start grayed out in this case

Carousel misses next array

* Array UP sensor not working, call
technical support.

Stuck array

See "Manually removing a lodged probe array"

on page 218

AutolLoader freezes up

e Door is open or ajar
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Problem

Possible Cause Corrective Action

AutolLoader overheats

e Heater Failure
e TE failure
* TE hot fans vent blocked

Call technical support.

Call technical support.

Autofocus routine fails to
conclude

¢ Try to rescan array.
® Check for salt on chrome border. If still error,
call technical support.

The array does not descend
into scanner.

e Carousel not seated correctly

® Door is open or ajar

e Heater is waiting until array is at
temperature.

HEATER_LOW

COLD_CHAMBER_LOW

COOL_HOTSIDE_HIGH

COLD_CHAMBER_HIGH

HEATER_HIGH

GeneChip™ Command Console™ (GCC) User Guide

AutoLoader error messages

The following error messages indicate a serious malfunction of the scanner with
AutoLoader. Your probe arrays, or the data generated from them, may be at risk. You
should shut down the AutoLoader and remove the carousel. Do not continue to use
the AutoLoader in Automode and call technical support. However, if the AutoLoader
appears to be operating normally, you can continue to use the AutoLoader in Manual
Mode. See "Scanning a Probe Array in Manual Mode" on page 210.

“Warning: The warming chamber temperature is low. Refer to the troubleshooting
guide.”

“Warning: The cold chamber temperature is low. Refer to the troubleshooting
guide.”

“Warning: The cooler hot-side temperature is high. Refer to the troubleshooting
guide.”

Note: Before calling technical support, check around the ventilation vents to ensure
that nothing is blocking them.

“Warning: The cold chamber temperature is high. Refer to the troubleshooting
guide.”

Note: Before calling technical support, check the AutoLoader door to ensure that it
is not open.

“Warning: The warming chamber temperature is high. Refer to the troubleshooting
guide.”

E-mail messages

If the e-mail system is enabled, the instrument control software sends an e-mail alert
for conditions that may occur during an AutoLoader run.

Note: For information on enabling the email system see Appendix E, "Notification e-
mails" on page 367

In case of a fatal error:

1. The software sends an e-mail to the specified set of e-mail addresses or to the

Outlook distribution list.

2. The software provides you with the ability to send an e-mail without your
intervention.

216



Chapter 7 Scanning cartridge arrays =&
Using the GCS3000 with AutoLoader = F

3. Each e-mail message contains the following information:
a. Date and Time

b. Scanner ID
c. All experiment information displayed in the status window. You select error
messages to be sent in the e-mail configuration.
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Manually removing a lodged probe array

In the event that a probe array becomes lodged in the array transport mechanism,
follow the procedure outlined below.

1.
2.
3.

Turn the AutoLoader off and remove the power cord from the back of the unit.
Open the AutolLoader door on top of the unit.

Remove the carousel from the system. (Keep cartridges in carousel at proper
temperature while recovering the array still in the scanner).

Remove the hole plug, which is just in front of the array slot in the base piece of
insulation. In Figure 248, the screwdriver is inserted into this hole.

Figure 248 Locating the rescue hole

5.

Using a standard, flat (-) screwdriver, (13-0257) gently slide it down through the
hole making sure not to damage the shaft and spring that are protruding into the
hole. When the screwdriver stops, it should be in contact with the scanner Y
stage screw. Slowly turn the screwdriver until you feel it engaging the slot on the
screw of the scanner Y stage.

Slowly turn the screw clockwise until it hits a hard stop and cannot turn further.
(Do not try to turn it further or use excessive force because it will break the Y
stage in the scanner). The Y stage has now ascended to its maximum position.

Using your fingers, slowly slide the slot pin, which is sticking through the slot in
the base piece of insulation, to the right until it stops. You should see the little
pinch rollers near the array slot close a little as you do this. (Figure 249)
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Figure 249 Pinch rollers and slot pin

8. Insert a 3/16” hex driver (13-0255) into the hole that is located on the front of the
AutolLoader housing on the left. You should feel it engage a coupling.
(Figure 250)

Figure 250 Finding the coupling

9. Turn the hex driver counter clock wise until you see the array appear through its
opening. (The array should stay up if you stop turning the hex driver). If you don't
see the array after turning the hex driver ten seconds go to step 11.

10. Grab and hold the array with your fingers. Using your other hand slowly slide the
slot pin (Step 7) back to the left. This should open up the pinch rollers. Pull the
array out.

If you do not see the array after turning the hex driver for 10 seconds, stop.

GeneChip™ Command Console™ (GCC) User Guide 219



Chapter 7 Scanning cartridge arrays &=
Manually removing a lodged probe array B

g
ol

11. Using tool (13-0256) (Figure 251) with the hook down and toward the back, slide
it vertically down against the front of the array opening, about 1.5 inches. (There
is a small groove made for this tool in the middle of the front array guide).

Figure 251
Tool

12. Pull the top finger grip of the tool toward the front of the unit, and then pull it up
while still putting pressure towards the front. The array should come up with the
tool. When you see it, grab the array and pull it out of the unit.

If you cannot get the array out after doing this procedure, call technical support.
13. Put the hole plug back into the hole in the base piece of insulation.
14. Plug the scanner back in and turn it on.
15. Load the carousel after the scanner boots up.

If cartridges continue to become lodged in the AutolLoader, you should call
technical support
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GCS3000 with AutoLoader specification

GCS3000 with AutoLoader Specification Table

Table 5 Item Table 6 Parameter Table 7 Value
Weight Shipping approx 115 pounds
(52.2 Kg)
Free-standing approx 100 pounds
(45.4 Kg)
Dimensions Width ~13.25in.
Depth ~21.25in.
Height ~32in.
Power Voltage 100-240V ~
Current 4-2A
Line Frequency. 50 - 60 Hz

Working Environment ~ Temperature 59°F-85°F (15°C-30°C)
Humidity 10-90% Non-
condensing
Clearance 2in. (5 cm) on side,

Electrical Supply

Main Supply Voltage
Fluctuations

back

12.5in. on top
Pollution Degree 2
Installation Category I
Altitude <2000m

Provide voltage, frequency or power rating per

unit label

Are not to exceed =10% of the nominal supply

voltage

GeneChip™ Command Console™ (GCC) User Guide
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Regulatory This device complies with Part 15 of FCC Rules (Table 8). Operation is subject to the

following two conditions: (1) This device may not cause harmful interference, and (2)
This device must accept any interference received, including interference that may
cause undesired operation.

This device complies with FDA performance standards for laser products except for
deviations pursuant to Laser Notice No. 50, dated June 24, 2007.

This Class A digital apparatus meets all requirements of the Canadian Interference-
Causing Equipment Regulation.

Cet appareil numérique de la classe A respecte toutes les exigences du Réglement
sur le matériel broullier du Canada.

Table 8 Regulatory Certifications

Regulatory Agency Certification

Class 1 Laser Device Complies with EN 60825-1:2007

Complies with FDA performance standards for
laser products except for deviations pursuant to
Laser Notice No. 50, dated June 24, 2007

Hand held barcode Complies with EN 60825-1:2007
reader is a Class 2 laser | Complies with FDA performance standards for
device laser products except for deviations pursuant to

Laser Notice No. 50, dated June 24, 2007

Compliant with directive 2002/96/EC (WEEE)

2
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Controlling the instruments

The GeneTitan MC instrument array plates need to be run through the following steps
(within the array plate processing workflow), as shown in Figure 252.

Hybridization
Washing and Staining
Imaging

Figure 252 Recommended Array Plate Processing Workflow for GeneTitan System

GeneTitan Array Plate
Processing Workflow Steps

Register Sample(s) and Assign
Arrays in Sample (ARR) files

l

Hybridize Array Plate
and Sample

l

Perform Fluidics on
array plate

l

Image arrays on array plate and
Save Image Data in DAT files

l

Step performed using:

Di GCC Portal

| | | | GCC GeneTitan MC Control

Review grid alignment and perform
manual gridding if necessary

l

| GCC Viewer
(o}

Analyze Cell Intensity Data and
Generate Analysis Data in CHP files

Thermo Fisher Scientific
and/or Third Party
DataAnalysis Software

GeneChip™ Command Console™ (GCC) User Guide
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GeneTitan array plates are processed using the GeneTitan Multi-Channel (MC)
instrument, for genotyping and expression array plates.

There are differences in the workflows for genotyping array plates and expression
array plates. This chapter describes the functions of GeneTitan Instrument Control
that are common to both genotyping and expression array plates:

"GCC GeneTitan instrument control software"
"GCC GeneTitan scanner"

"The GeneTitan MC instrument"

"Overview of the GeneTitan workflow"
"Tracking the array plate through the workflow"
"Aborting a run"

"Unload plates"

"Using the wash-scan-resume workflow"
"Using the wash only workflow"

"Drop and scan with array plates"

"Insufficient disk space notice"

"Resetting the lamp life clock"

"Computer practices, maintenance and troubleshooting"

Information specific to Expression Arrays is given in the Expression Assay Manuals.

Information specific to genotyping array plates is given in Axiom Genotyping Assay
User Guide (P/N 702830).

See the GeneTitan Multi-Channel Instrument User’s Guide (PN 08-0308) for a a
detailed description of the instrument itself.
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GCC GeneTitan instrument control software

The GCC GeneTitan Instrument Control software is used to control the GeneTitan
Instruments.

Note: A computer used as a GeneTitan workstation requires a user account with
specific privilege settings. In addition, some of the other features of Windows 10
Enterprise 2016 LTSB must be set up in particular ways or disabled to avoid causing
problems when running GeneTitan IC software. The workstation is initially set up for
use with GeneTitan has a default user account with these privileges and features
already set.

IMPORTANT! If the GeneTitan workstation becomes unstable during a workflow the cost of an
aborted workflow and replacement plates is substantial. To avoid this, it is recommended you
Rebooting the instrument control computer weekly and follow the procedures described in
"Computer practices, maintenance and troubleshooting".

Starting
1. Click the GCC GeneTitan Instrument Control icon | || | in the GCC Launcher.
or

Click the Start — Thermo Fisher Scientific -~ Command Console GCC
GeneTitan Control.

The GCC GeneTitan Instrument Control window opens.

See Figure 253 for 96 array plate GCC GeneTitan Instrument Control window
example.
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Figure 253 System Status window tab

11l GCC GeneTitan Instrument Control - x
Menu Bar e s wep
ToolBar ® & @
Stop. Email Help.
W| n d ow t ab S System Statis System Setup
Work Flow
Barcode Plate Type Location Hyb. Status Fluidics Status ~ Scan Status Estimated Completion Time
5500944200216101714165 550094 Left Position NoAction NoAction Completed 3/19/2018 4:20:23 PM
5500944200216101714165 550094 LeftPosition NoAction NoAction Running 3/20/2018 1:32:06 PM
Estimated Time Window to Run Next Hyb-Wash-Scan
Aray Type | same blete el
3/20/2018 1:25:25 PM — 3/20/2018 1:29:07 PM
Hybridization Oven Status i Fluidics Status i Imaging Device Status
Barcode Barcode Barcode 5500944200216101714165
Postion 1 . .
[P E— Protocol Name Estimated Time Remaining | 00:09:35
Estimated Time Remairing Lamp Life Remairing 63 hours
e || Wiash B Temperatire Pite Siaus Log
Estimated Time Remaining Curmert 32 C
Tt R > s+ s s 1 s s 2
Oven Temperature
Curent 27 ¢ Protocel  Log b
Toget a1 c Siep Tk Time _Staus . .
Log L4

PM HTS6CC started at: 3/13/2018 40023 PM
PM MachineName: MCGTOWINTOOT
PM OSVersion: Microsoft Windows NT 6.2.9200.0
PM UserName: affwuser

P FroductName: HT96CC

PM ProductVersion36F: 5.0.0.145

PM LastWrteTime 96F: 3/19/2018 1:17.10 PM
55 P ProductVersion96 Scanner

01:29 PM Status: Scanner drawer not extended or na plate present

1259 PM Scanner homing completed
0259 PM Checking and removing plate from scarmer.

54

54

54

54

54 PM ExeovtablePath: C\Program Files (xB6]\Afymetsi\Command Console\HTS8(
54

54

54

u
55 P C:\Program Files (x36)\Afiymetrc\Command Console\GeneChipH TScanGon)
o oy

Status Bar

‘System Ready.

Move to retracted at Drawer2

ScannerStatus GectPlate

-
[ —— |-
To2 —

| —
Progress Bar

The software goes through the initialization process and starts the GeneTitan
instrument.
You can track the initialization process in the Hybridization Oven Status pane
(Figure 254).
After the initialization is completed, System Ready is displayed in the log,
and you can display the Setup tab.

GeneChip™ Command Console™ (GCC) User Guide
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Figure 254 Hyb Oven log with System Ready
notice

| Hybridization Owven Status |

Barcode

Fosition 1
E stimated Time Femaining

Barcode

Fosition 2
E stimated Time Femaining

Oven Temperature

Current 30 C
Target 30 C
Log

9:27:10 &M 05Version: Microsoft Windows NT 5.1.2600 Service Pack 3 ;I
9:27:10 &AM Usertame: AFFx<User

9:27:10 Ak ExecutablePath: C:\Program FileghAffymetrixhCommand CongolebHT
9:27:10 &M ProductMame: HT3E8CC

9:27:10 &M Productersion36F: 3.0.0.141

9:27:10 &M LastwiiteTime 96F: 6/23/2009 4:31:34 &M

9:27:10 &M Productyersion365 canner: 3.0.0.141

9:27:10 &M LastwiiteTime 965 canner: 672372009 4:37:00 AM

9:27:11 &M MED & 965 files Copied: 19

92711 Ak AuditLogDir zet to: C:A\Command_ConzoleLogsh36F

9:27:11 Ak LogFileDir zet to: C:\Command_ConzolehLogs 96F

9:27:11 &M Timer started with Interval: 1000 mzec

9:27:11 Ak Homing HT96F and Scanner...

92723 A Set HybOwen temperature to 30 C.

92723 A SetWashB temperature to 25 C.

9:28:12 Ak Homing HT96F completed.

9:28:12 AM Initializing Scanner.

9:28:12 A Status: Scanner drawer not extended or no plate present.

9:28:12 Ak Scannerdn Option iz on.

9:29:27 &AM Scanner homing completed,

9:29:27 &M Checking and removing plate from scanner,

9:29:53 AM Status: Mo Plate in Scanner. System ready for running.

The following notices may appear:

¢ Lamp Life setting (see "Resetting the lamp life clock")
¢ Insufficient Disk Space (See "Insufficient disk space notice")

Software components
¢ Menu bar: Provides access to IC functions.
¢ Tool bar: Provides buttons to access frequently used functions.
e System Setup/System Status tabs:

— "System status window tab": Use to track the progress of array plates through
the workflow.

— "System setup window tab": Use to set up the GeneTitan Instrument for
different workflows.

e Status bar and Progress bar: Displays information about the status of the
GeneTitan Instrument and the workflow in progress.

Tool bar buttons
The Stop button is used to abort the array process. If there are two or more plates

running in the instrument, the software will prompt you to select which process is to
be aborted. See "Aborting a run".

The Email button opens the GCC Email Configuration File Editor, which enables you
to send email messages about the instrument status. See Appendix E, "Notification e-
mails" for more information.
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The Help button opens the GCC Online help file.

System status window tab

The System Status window tab (Figure 255) displays the progress of any currently
loaded array plate(s) and features the following sections:

e  Workflow
¢ Hybridization Oven Status
¢ Fluidics Status

¢ Imaging Device Status

The System Status tab is described in more detail in "Tracking the array plate through
the workflow".

Figure 255 System Status window tab

File Teols Help

n = -

Stop Emal  Help

System StatUs | System Setup

Work Flow

Barcode Plate Type Location Hyb. Status Fluidics Status Scan Status Estimated Completion Time
5500944200216101714165 550094 Left Position NoAction NoAction Completed 3/19/2018 4:20:23 PM
550094 Left Position NoAction NoAction Running 3/20/2018 1:32:06 PM

Estimated Time Window to Run Next Hyb-Wash-Scan
Aray Type J3aime olata b}
3/20/2018 125:25 PM — 3/20/2018 1:25:07 PM

Hybridization Oven Status || Fluidics Status || Imaging Devici
Barcode Barcode Barcode 5500944200216101714165

Position 1 .09-
Estimated Time Remaining Protocel Name Estimsted Time Remaining | 00:09:35
Estimated Time Remaining Lamp Life Remaining 83 hours

Barcode e Plate Status  Log

Estimated Time Remaining Curent 32 C
Target 32 C 1 z

Position 2

Oven Temperaturs y oA
Current 27 € Protocol | Log

Target 31 C Step  Task Time  Status s .
3

Log
400:54 PN HT96CC started at: 3/19/2018 4.00:29 PM < .

4:00:54 PM MachineName: MCGTOWIN10IOT

4:00:54 PM OSVersion: Microsoft Windows NT €.2.9200.0 b
4:00:54 PM UserName: afbuser

4:00:54 PM ExecutablePath: C:\Program Files c86)\Affymetroc\Command Console\HT96|
4:00:54 PM ProductName: HT96CC £

4:00:55 PM Product Version965canner: 5.0.0.145 -

R
7
&
=
g
&
%
7
g
&
o
=)
§
2
2
i
g
El
o
g
3
g
g
£
z

401:23 PM Homing HT36F completed
. B voneeseannas [[] wanstosscannes
4:01:25 PM Status: Scanner drawer not extended or no plate present [ p— [

4,02:59 PM Checking and removing plate from scanner. R
4:03:30 PM Status: No Piate in Scanner. System ready for runring Tetzi2 Wiloe Ssznned:0
40

4:03:33 PM Lamp Life Remaining is 65 hours.

40531 PM DiveC:\free space: 146.0 GigaBytes

4:05:31 PM Minimum free disk space required is 1.5 GigaBytes

i

22:25 PM DriveC:\ free space: 144 0 GigaBytes
12225 PM Minimum free disk space required is 1.5 GigaBytes.

System setup window tab
The System Setup tab is used to:

¢ Specify the type of workflow you want to perform.

¢ Enter a barcode for the array plate being processed.
¢ Unload and load trays and plates.

e Select arrays on the array plate for imaging.

¢ Upload data results to the Thermo Fisher Cloud.
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Figure 256 System Setup window tab for genotyping array plates

File Tools Help

Sop | Emsl Hep
System Status System Seiup
‘ SR ‘ SED System Layout ][ Array Selection
Plate Information Used Hob Tray = Manual Array Selection
Baroods Scan Tray Scan Tray
Plate Type 550094 o Vi Dol > oa
Protocol Name 550094 protocol e Stabiizing Tray .
Location Losd consumabies on et side T c
Aray Plate o Tray
Workfiow Steps o R
Enter Array Plate Barcode
Empty trash bin €

Remove consumable rays and plates
Load cof e trays and plates
Selecta an

Start Processing

| [ere— [ warctesscamss [ | Nt Avaiane

Thermo Fisher Cloud Settings

Connect To Cloud

Themo fisher Cloud User T name.com o

Themmo Fisher Cloud Upload Option
® Move (ARR/JPG/CEL)
O Copy (ARRAPG/CEL)

Themo Fisher Cloud Folder [CytoScanProj

o upload data 1o the Thermo Fisher Cloud, you must complete the-information fiskds shown above.

Status

Flease selectarrays (o scan using aay selector

(Optionai) To upload data to the cloud. go to the "Thermo Fisher
Cloud Setiings” pane (lower right) and click the "Connect To Cloud"
check box

Press the Next button to advance to the nextstep.

Cancel Next

Read barcode completed.

The System Setup window tab features four panes/sections:
e System Setup: Use to enter essential information and track progress of the setup
and loading of the array plate and trays.

e System Layout: Indicates the drawers where different trays and array plates
should be loaded. Note: The system layout changes based on whether
Genotyping or Expression arrays are being processed.

¢ Array Selection: Enables you to select individual arrays on the array plate for
imaging.

¢ Thermo Fisher Cloud Settings: Upload data results to the Thermo Fisher Cloud.
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Figure 257 Setup Option pane

Setup Option ||Hyb-Wash-Sc:an

~ Plate Infarmation

Barcode |5500320

Flate Type

Plate Information

Pratacal Mame I

Location Load consumables on left side

—Workflow Steps

9
Ernpty trash bin

Femove consumakle trays and plates
Load consumakle trays and plates
Select arrays to scan

Start Processing

Workflow Steps

- Status

Flease scan the array plate barcode.

Fress the Next button to adwvance to the next step.

Status pane

Cancel |

Mext |

The Setup Option pane (Figure 257) has the following controls and displays:
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Setup Options Select from the following workflow options:

[drop-down meu] Hyb-Wash-Scan

Hyb-Wash

Wash-Scan

Wash-Scan-Resume

Wash Only

Scan

Unload Plates

See "Running a series of array plates" for more information.

Plate Information
Barcode Barcode of the array plate.
Plate Type Array Plate type.
Protocol Name  Name of protocol used for array plate processing.
Location Side of drawer to load consumables.
Workflow Steps Lists the steps to be performed during the operation.

Status Displays information on the specific step to be performed, with

* The plates and trays that need to be removed or placed.
e The drawer position the plates and trays should be place in.

Cancel Cancels the setup.

Next Proceeds to the next step (not displayed when performing a step that requires you
to press the Confirmation button on the front of the instrument.

System layout

The System Layout pane (Figure 258) displays:
¢ Schematic view of the drawers to be loaded
¢ Indication of plate/tray position in drawer

Note: Different reagent trays are loaded when processing genotyping array
plates and expression array plates. The correct trays are selected for display
when the array barcode is entered, as shown in the figure below.
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For genotyping arrays (96)

For genotyping arrays (384)

Figure 258 System Layout pane for genotyping (96 and 384) and expression arrays (96 only)

For expression arrays (96)

Trash Bin

[ Systern Layout | [ System Layout
Used Hyb Trap Used Hyb Trap Used Hyb Tray Used Hyb Tray
Scan Tray Scan Tray Scan Tray Scan Tray
Stain 1 Tray Ligation Tray Stain 1 Tray Ligation Tray
Shain 2 Trap Statilizing Tray Stain 2 Tray Stabilizing Tray.
Stain 1 Trap Stain 1 Tray
fnay Plate Hyb Trap Anay Plate Hyb Tray

Trash Bin

T
T—

Systern Layout

Used Hyb Tray Used Hyb Tray
Scan Tray Scan Tray
Stain #1 Trap Stain #1 Tray
Stain #2 Tray Stain #2 Tray
Stain H#3 Trap Stain #3 Tray
Aray Plate Hyb Tray
Trash Bin

IMPORTANT! When running a series of array plates through the instrument, you must be careful
to remove and load the proper array plate and trays and pay careful attention to the software
prompts that tell you which side of the open drawer to remove or place a plate or tray.
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Array selection

Figure 259 Array Selection (96- and 384-Array Plate layouts shown)

Array Selection | Array Selection
Manual Array Selection Manual Array Selection

Mo =T ECA S T T omTM Mmoo 0 m e

|:| Wil Nt Be Scanned . Will B2 Scznnad |:| Will Not Be Scanned

The Array Selection pane (Figure 259) displays the arrays to be scanned on the array
plate:
¢ Manual array selection check box
e Plate Layout indicator, where you can:
— Review the arrays available on the array plate.
— Determine which are to be scanned.

— Manually select arrays to be scanned on the plate. Note: By default, all arrays
are selected for imaging.

The array selection process is described in the instructions for loading array plates in:

e Expression Assay Manuals
e Axiom Genotyping Assay User Guide (P/N 702830)
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GCC GeneTitan scanner

1. Click Start -Thermo Fisher Scientific — GCC Launcher or double-click the
GCC Launcher shortcut on the desktop.

The Launcher window appears. (Figure 260)

Figure 260 GCC Launcher menu -
GCC Standalone Scanner Control

Bl Launcher - H

Command Console

ﬂ GCC Port,
@‘L GCC Viewer

|| | GCC GeneTitan Scanner

H-: |GeneTrtan Library File Installer

@ Email Corfiguration Editor
@ Data Uploader

Rescurces

@ themofisher.com

Command Console
e GCC Portal (See "GCC portal home page")
e GCC Viewer (See Chapter 9, "Using the GCC viewer")
¢ GCC GeneTitan Scanner (See "Launching the scanner")

Tools
¢ Thermo Fisher Cloud Administration (See "Monitoring an instrument
remotely")
¢ GenetTitan Library File Installer (See Appendix D, "Installing library files and
scripts")

¢ Email Configuration Editor (See Appendix E, "Notification e-mails")
e Data Uploader (See "Scheduling auto-uploads")
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Resources
¢ thermofisher.com (Home page)
e Support at thermofisher.com (Services and support page)
¢ NetAffx (Home page)

Launching the 1. Click GCC GeneTitan Scanner.

scanner

The following window appears. (Figure 261)

Figure 261 GeneTitan Scanner - Main window

me ve o v VIENU Bar N
> |a]ml 2]
‘TOOI Bar System Setup Live Image

Barcode Unknown...

Lamp Life Remaining | 397h 22m

Time Remainins g Unknown...

. Will Be Imaged D Will Not Be Imaged . Not Available

Thermo Fisher Cloud Settings

Connect To Cloud

Themn Fisher Cloud User

Themo Fisher Cloud Upload Option

Themno Fisher Cloud Folder

e Otatus Bar

Progress Bar

e o

GeneTitan Scanner window options

¢ Menu bar: Provides access to the scanner functions.
¢ Tool bar: Provides the following buttons:

- u = Start: Starts the scan process.
- g = Load: Loads the plate into the scanner.
- m = Stop: Aborts a scan in process.

— [54 = Email: Opens the GCC Email Configuration File Editor. See Appendix E,
"Notification e-mails" for more information.
- ﬂ = Help: Opens on-line help.
e Barcode: Displays the barcode of the plate.

e Lamp Life Remaining: Remaining lamp life hours.
¢ Time Remaining: Time remaining until the plate is fully processed and complete.
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e Status and Progress bars: Displays status of the GeneTitan instrument and the

workflow in progress.

Using the scanner 1. Click the Start button.

After a few moments, its side door opens and a drawer slides out. (Figure 262)

Figure 262 Scanner drawer

A message appears (lower right) prompting you to place the plate onto the
drawer.

2. Place the plate on the drawer making sure its orientation is correct (Figure 263)
and the drawer’s pegs match up correctly with the plate’s bottom peg holes.

Figure 263 Plate to drawer orientation

can tray O
gnment tab

Seat S

7]
=

|

e

3. After placing the array plate onto the drawer (Figure 264), click the Load button.
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Figure 264

Scanner drawer

The drawer retracts back into the scanner and the side door closes. After a few
moments the barcode is detected and array pane populates, as shown in
Figure 265.

Figure 265

Populated System Setup pane

| appliedbiosystems GeneTitan Scanner

File View Tools

Help

[IIDZI EE

System Setup

Barcode

5500041111111111110001

Lamp Life Remaining

397h 22m

Time Remaining

Unknown..

Manual Array Selection

. Will Be Imaged

|:| Will Not Be Imaged

. Not Available

Note: The following notices may appear:

— Lamp Life setting (refer to"Resetting the lamp life clock")
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- Insufficient Disk Space (refer to "Insufficient disk space notice")

4. Click to select the wells you want to scan, as the Manual Array Selection check
box is checked by default.

5. Optional: If you want to have your scanned data uploaded to the Thermo Fisher
Cloud, click the Connect To Cloud check box now.

IMPORTANT! You cannot add a user(s) from the GCC Launcher — Thermo Fisher Cloud
Administration window (page 37) while the scanner application is open.

6. Click the Start button.
A message appears confirming if you want to continue.
7. Click OK to acknowledge the message.

After several minutes, the GeneTitan Scanner window populates, as shown
Figure 266.
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Figure 266 GeneTitan Scanner - populated example

Il appliedbiosystems GeneTitan Scanner
File View Tools Help

(S x|m{2

System Status

Barcode 5500941111111111119988

Lamp Life Remaining | 291h 45m

Time Remaining 07:10:06

B will Be Imaged
[] NowlImaging

[ will Not Be Imaged
[S] imaging Complated

B imaging Failed

Total: 96 Will be Imaged: 92 Imaged: 4

Thermo Fisher Cloud Settings

Connect To Cloud O

Themo Fisher Cloud User

Themmo Fisher Cloud Uplead Optian
O Mave (ARR/AIPG/CEL)

O Copy (ARRAPG/CEL)

Live Image

Thermo Fisher cloud settings (optional)

IMPORTANT! To use this option, you must have a Thermo Fisher Cloud account. To register, see

"Creating a cloud account".

Make sure you have added the appropriate user account(s), as detailed in "Adding users".

Thermo Fisher Cloud Settings are not applicable for the data registered on network data roots.
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Thermo Fisher cloud settings (optional)
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Figure 267 Thermo Fisher Cloud Settings pane

| Thermo Fisher Cloud Settings |
Connect To Cloud

Themo Fisher Cloud User [user T — v]

Themo Fisher Cloud Upload Option
@ Move (ARR/AJPG/CEL)

(©) Copy (ARR/JPG/CEL)

Themo Fisher Cloud Folder Cyto_Scan_ftudy

To uplead data to the Therme Fisher Cloud, you must complete the information fields shown above.

Do the following to upload your completed data to your Thermo Fisher Cloud account:

Click to check the Connect To Cloud check box.
2. From the drop-down list, select a Thermo Fisher Cloud User.

3. Select a Cloud upload option.

— Move - Uploads your files to the cloud. CEL and JPG files are removed from
your local drive, while copies of ARR, DAT, and AUDIT files are retained.

(Recommended)

— Copy - ARR, JPG, CEL, and AUDIT files are copied and uploaded to the cloud.
The original files remain on your local drive.

4. Enter a name for your Cloud folder.

5. Click Next.

Your newly uploaded folder and data now resides on your cloud account’s Data
Connect web page (left pane/folder view), as shown in "Using the cloud to share
data results".
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The GeneTitan MC instrument

Overview The GeneTitan MC instrument is designed to serve medium to high throughput
customers. This system supports 16, 24, and 96-format high throughput array plates
and will support future array plate formats. The system integrates a hybridization oven,
a fluidics station, and an imaging device.

Refer to the GeneTitan Instrument User Guide (P/N 08-0296) for more information.

GeneTitan Multi- The GeneTitan MC Instrument can process both Expression Arrays and Axiom Assay.
Channel (MC) The instrument uses an external 300W Xenon lamp and has multiple filters to provide
instrument stable, efficient, well-collimated, uniform illumination to the array, optimizing exposure

time to minimize photo-bleaching effects and maximize throughput.

Figure 268 GeneTitan MC Instrument

GeneTitan MC The figure below shows the location of the wash bottles, loading drawers, and other
instrument controls for the GeneTitan MC instrument.

controls and
indicator lights
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Figure 269 GeneTitan Instrument

RN

. Input/Output Drawer #1
. Input/Output Drawer #2
. Input/Output Drawer #3
. Input/Output Drawer #4
. Input/Output Drawer #5
. Input/Output Drawer #6

2
3
4
5
6

7. Confirmation Button (to open/close drawers)

14. Imaging Device

13. Trash Bin Door for

Waste Chute
8. Waste Bottle

9. Wash A Bottle

12. Fluidics Station

10. Wash B Bottle

11. Rinse Bottle (DI Water)

WARNING! The bottles are pressurized in normal operation. Wait until you see the prompt

that the buffer bottles have been de-pressurized before opening and refilling or emptying the
bottles.
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The GeneTitan Instrument uses the indicator lights and button below (Figure 270).

Figure 270 GeneTitan Instrument controls and lights.

1. GeneTitan™ Plate
Confirmation Button
(to open/close drawers)

2. Instrument
Status (Green)

3. Imaging Device
Status Light (Yellow)

4. Imaging Device
Status Light (Green)

5. /0 Button

Confirmation button: Press after completing certain steps for instrument setup, like
adding fluids or adding trays and plates.

The button flashes blue when a step is pending.

Instrument Status lights:

Solid yellow - initialing/homing system

Solid Green - processing/available to process

Blinking green - normal operation message box is displayed and requires user
input

Blinking yellow - abnormal event informational message box requires user
response

All power to the instrument is turned on when the GCC GeneTitan Control software is
started and turned off when the software is shut down. The I/O switch on the front of
the instrument is inoperative when the instrument is being controlled using the
software.

IMPORTANT! Do not make use of I/O switch on instrument panel to start/stop instrument. Use
the menu item in the software.

Refer to the GeneTitan MultiChannel Instrument User Guide (P/N 08-0305) for more
information.
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Overview of the GeneTitan workflow

Running an array plate through the GeneTitan workflow involves the following sets of
steps:

1. Set up the Instrument:

a. Prepare plates and trays with samples and solutions, including buffer
solutions.

b. Select type of workflow to be performed.
c. Select the Protocaol, if required.
d. Refill Bottles.

IMPORTANT! Once bottles are refilled, ensure that bottle caps are on tight.

e. Remove used trays, plates and covers from the instrument.
2. Load new trays, plates and covers.
There are different procedures for the different array and workflow types:
e Expression Assay manuals
¢ Axiom Genome Wide Human Assay User Manual (P/N 702830)
3. Begin Array processing and track the array plate through the workflow.
4. Empty the instrument.
You can:
e Select only part of the overall processing workflow to run (see "Workflow
options")

¢ Run a series of array plates through the workflow for high-throughput operation
(see "Running a series of array plates")

Workflow options  There are three sets of steps performed by the GeneTitan Instrument for array plate
processing:
e Hybridization
¢ Wash and Stain
¢ Imaging (Scan)
The software enables you to perform all of these steps, or to select an option that runs
only some of the steps, as described below.
You can choose from:
e Hyb-Wash-Scan
This workflow performs all the steps on the array being processed.
— Hybridization
— Wash and Stain
- Scan
e Hyb-Wash
The Hyb-Wash workflow enables you to bypass the Scan step, performing only:
— Hybridization
— Wash and Stain
¢ Wash-Scan
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The Wash-Scan workflow enables you to bypass the Hybridization step,
performing only:
— Wash and Stain
- Scan
e Wash-Scan-Resume
This enables you to resume an interrupted workflow at any point in the Wash
stage. See "Using the wash-scan-resume workflow".
e Scan
The Scan workflow performs the scan only.

Selecting different workflows

Figure 271 Selecting workflow

Systemn Status System Setup |

Setup Option |l Ll
Hub-, can
Hyb- ash
Wwash-Scan
Barcode | ‘W ash-Scan Resume
Scan

Unload Plates

[~ Plate Information

Flate Type
Pratacal Mame I j

Lacation

Selecting the different workflows may require loading the array plate on a different tray
(array plate cover, hybridization tray, or scan tray). In addition, there are differences in
how the workflows are performed on genotyping arrays and expression arrays.

These differences are detailed in:

e Expression Assay manuals
e Axiom Genotyping Assay User Guide (P/N 702830)

There are two types of Array Plates that can be processed using the GeneTitan
instruments

e Genotyping array plates

e Expression array plates

Genotyping array plates
Genotyping Array Plates can be processed only on GeneTitan MC instruments, since
they need to be scanned at two different wavelengths.

For genotyping arrays, the reagents trays need to be loaded twenty-four hours after
the array plate and hybridization tray have been loaded, after hybridization has
completed.

Needed reagents trays are:

e 2 each Stain1 trays with covers
¢ Ligation tray with cover
e Stain 2 tray with cover
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e Stabilizing tray with cover
¢ Scan tray with holding buffer and cover

See the Axiom Genotyping Assay User Guide (P/N 702830), for more information on
running genotyping array plates.

Expression array plates
Expression Array plates can be processed on a GeneTitan MC instrument.

Needed trays/reagents are:

e SAPE 1 Stain tray with cover
e AB Stain Tray with cover
e SAPE 2 Stain tray with cover
e Scan tray with holding buffer and cover
See the Expression Assay manuals for more information.

The GeneTitan Instrument can run two different workflows for the same probe array
type at the same time. This enables you:

¢ To load a series of array plates with hyb trays and consumables for the Hyb-
Wash-Scan workflow to process arrays more quickly.

e Torun an array plate that was processed using a different system through the
scan workflow while another array plate is going through earlier stages of the
Hyb-Wash-Scan workflow.

Only certain types of workflows can be run at the same time, and delays may be
necessary before starting the second workflow. These restrictions exist because an
array plate should be scanned immediately after the wash and stain processing is
finished, and GeneTitan scans one array plate at a time. In addition, there are
restrictions caused by the differences in workflows for Axiom arrays and Expression
arrays, and by differences in the number of arrays on the plates. For more information,
see:

e Expression Assay manuals
¢ Axiom Genotyping Assay User Guide (P/N 702830)
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Tracking the array plate through the workflow
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You can review the progress of the Workflow in the System Status tab. (Figure 272)

Figure 272 GCC GeneTitan Control software, System Status Tab

File Tooks Help

n = (E
Stop Emal  Help

S

Spstem Setup |

[ Work Flow

Barcode | Plate Type Location Hyh. Status Fluidics Status Scan Status Estimated Complation Time

Left Position | Running Waiting Waiting /242009 10:48:16 At

[~ Estimated Time Window to Run Mext Hyb-\Wagh-Scan

HT Aurap Tope

642472009 10:09.06 AM - 6/24/2009 10:21:18 AM

Hybridization Owen Status Fluidics Status

Imaging Device Status

[Barcode | S500320 ey Barcade

Pasition 1

Barcode

Protocol Name

|Esnmated Time Remaining ‘ 00:29:46

Estimated Time Remaining

Estimated Time Remaining

Lamp Lite Remaining

59 hours - “Waming: Low Lamp Life Remaining

[Barcode [

Position 2
Estimated Time Remaining

WashB T
IVE\JHEM 26.7C

Target 25 €

 Oven Temperature

Flate Status |Lng ]

1|2

Current 30 C Plnln:nllLDg |
Target a0 ¢ Step | Task

Time | Status

Log

10.01:26 AM Gripper Clase |
10-01:27 AM Feeiract Hialn

10:01:58 AM Gripper Open

10:01:53 &M Retract Hybin

10:0202 AM HTA and sample plate combined: 55003201 s
10,0202 4M Fietract Hytln

10-0202 AM Gripper Close

10.0207 AN Veify plates are securely clampedS500320T e
100207 AM

10.0207 AM Press flashing Confimation buttan

10:03:01 &M Retract DrawerBR

10:03:02 AM Gripper Close

10,0305 4M

10-0306 AM Press DK or flashing Confirmation bution

10,0618 4M StartStep

100418 AM Oven target: 30C. Current temps 30

10.06:18 AM TASK Hyb/MaveT a0 venPasition (5500320 scsmsscusnnnes] pick
10:04:18 AM Gripper Close

10:04:20 AM Fretract Drawesi6

10.06:21 AM Pick 5800320 sssssssacsnns iom Hybin

100421 AM Gripper Open

10:04:26 AM Gripper Clase
10-04:25 AM Freiract Hybln
10.0 1 Plac

zo|[n|m|o|o|=|=

B i e Soanned
[ ] ew scanning

furays Totat

[ it ot Be sanmea
[E] sean compieiea Bl scnreiee

Will Be Scanned Scanned:

. Fluidics Status

Scanner Status

System Ready.

It has the following sections:

e "Workflow status"

e "Hybridization status"
e "Fluidics status"

[ )

"Imaging device status"
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Workflow status The Workflow pane provides an overview of the array processing. (Figure 273)

Figure 273 Workflow pane

“ark Flow

Barcode Flate Type Location Hyh. Status Fluidics Status Scan Status Estimated Completion Time
90123456 gailieyd :Leﬁ Fosition :Running | WWaiting | WWaiting 641142009 6:58:00 P

Estimated Time Window to Bun Mext Hyb-Wash-Scan
HT Auray Type
E/11/2009 4:36:44 P - £/11/2009 11:37:44 &M

The Work Flow table lists the array plates and their status in the workflow, with the
following information:

e Barcode of array plates being processed
Plate Type

e Location

Hyb. Status

Fluidics Status

Scan Status

Estimated Completion Time

Note: If more than three arrays are loaded at a time, a scroll bar appears at the
right side of the table.

The Estimated Time Window information on when the next hyb-wash-scan workflow
can be run
e Array Type
Note: You cannot select a different array type for the next array to be run.

e Time when you can load the next array plate and other consumables.

Note: When processing genotyping Arrays, once processing begins you have a
specified period of time during which you can load another Array Plate and hyb
tray. You cannot load another array plate before or after this period of time.
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The Hybridization Status pane displays details of the hybridization operations that
have been run. The pane can display information for two array plates that are being
processed at the same time.

Figure 274 Hyb Oven Status

Barcode

Paitior 1
Estimated Time Remaining
Barcode

Position 2

Owen Temperature

Current a0 ¢

Target 30 C

Log

T1:30:47 AW UserName: &FFRUser A

11:30:47 &AM ExecutablePath: C:\Ningi 06098 azeline \HT InstiumentControhHT !
11:30:47 AM ProductM ame: HTS6CC
| 11:30:47 &M Productversiond6F: 9939.9999,9939,.9339
11:30:47 AM LastwiiteTime 96F: 6/11/2003 10:35:57 &M
11:30:47 AM Productyersion365canner. 300125
| 11:30:47 AM Lastw/iiteTime 965 canner: 6/2/2009 3:33.50 AM
| 11:30:49 &M MED & 965 files Copied: 26
11:30:49 AM AuditLogDir zet to: C:A\Command_ConsoletLogsh96F
11:30:49 AM LogFileDir set to: C:A\Command_Console\Logs436F
| 11:30:49 At Timer started with Interval 1000 msec
1 11:30:49 AM Homing HT 96F and Scanner...
11:30:49 M Set HybOwven temperature to 30 C.
11:30:49 &M Set'washB temperature to 25 C.
111:31:32 AM Homning HT 96F completed.
11:31:32 AM Initializing Scanner.
11:31:33 &M Scanner0ff Option is on
11:31:36 AM Status: Scanner drawer not extended or no plate present.
11:31:36 AM ScannerOn Option is on.
111:32:53 AM Seanner homing completed.
11:32:59 AM Checking and remaving plate from scanner.
11:33:31 AM Status: No Plate in Scanner. System ready for iunning.
| 11:33:34 &M System Read,

Hybridization Qven Status

Estimated Time Remaining

The pane displays the following information:

Position 1

— Barcode of the array plate(s) being processed
— Time Remaining

Position 2

— Barcode

— Time Remaining

Oven Temperature

— Current.

— Yellow: Out of range

— Green: Inrange

— Target

Log

— Displays history of the operations performed in the Hybridization stage.
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The Fluidics Status window (Figure 275) displays information on the wash and stain

operations that have been run or are currently being run.

Figure 275 Fluidics Status

| Fluidics Status

Barcode SE00F4p IR
Pratocal Mame 550034 protacol

Estimated Time Remainng 00 : 00:00

Wash B Temperature
Current 27 .3C
Target Heater is OFF

Pratocol | Log

Step | Task Time Status

The Fluidics Status window displays the following information:

e Barcode of the array plate being processed
¢ Protocol Name
¢ Time Remaining
e Temperature for the protocol step

— Current

— Yellow: Out of range

— Green: In range

— Target
¢ Protocol tab:

Displays list of steps in the protocol with:

— Step

— Task: short description of the task

— Time

— Status: Task pending, in process, or completed?
e logtab

— Displays history of the operations performed in the Fluidics stage.
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The Imaging Device Status pane (Figure 276) displays the progress of the scan.

Figure 276 Imaging Device Status

| Imaging Device Status

Barcode
Estimated Time Remaining

Lamp Life Remaining 1E6 hours

Plate Status‘ Log

2 O = = [ - A = 1 I
3

I o Mmoo m e

B msescannea [ it b Seannes
[ Mo Seanning Sean Completed | B

Arays Total Wil Be Scanned: Scanned:

Scanner Status
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The Imaging Device Status window displays:

e Barcode of the array plate currently being scanned

¢ Time Remaining for scan

e Lamp Life/lmaging Device Status (see "Lamp Life/Imaging device status

notices", below, for details)
e Plate Status tab with:
— Array Plate Layout

Each square represents an array with the following options:

. (Dark blue)  To be scanned

D (Light blue)  Now imaging

D (White)
(Green
. (Red)

Scan failed

Not to be scanned

Scan completed

e |Log: displays history of the operations performed in the Fluidics stage.
Lamp Life/lmaging device status notices

The Imaging Status pane displays lamp life and Imaging Device status notices for the

GeneTitan MC.

In normal operation, the pane displays the hours of life left in the lamp:
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Figure 277 Lamp Life above tolerance

| Imaging Device Status

Barcode

E stimated Time Femaining

Lamp Life Remaining 166 hours

It displays a red or yellow notice when the lamp life is getting short:

Figure 278 Lamp Life above tolerance

| Imaging Device Status |

Barcode

E stimated Time Femaining

It also displays a red notice when the Imaging Device is offline:

Figure 279 Imaging Device Offline

Imaging Device Status |

Barcode

E stimated Time Femaining

Note: The 300 Watt Xenon lamp in the GeneTitan MC instrument is warranted for
500 hours. To replace the lamp refer to the instructions in the GeneTitan
instrument manual. After changing the lamp, it is necessary to reset the lamp life
clock manually. For more information about the clock, see "Resetting the lamp

life clock".
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Aborting a run

If necessary, you can abort a run in progress.

IMPORTANT! If you want to abort a run while loading reagents for a genotyping array plate, you
must use the Cancel button in the tool bar. During reagent load the abort function will not be
available for the plate for which reagent trays are being loaded.

For information on aborting a run because of facility power loss, see "Facility power
loss" on page 254.

To abort a run:

1. Click the Stop St.—p' button in the tool bar.
The Abort dialog box opens. (Figure 280)

Figure 280 Abort dialog box

~ Plates Being Processed

Select | Barcode Flate Type Location

550033 Left Position

 Current Step

Flease select Plate(s) to abort
Fress Abort button to abort
Fress Cancel button to cancel

Abort | Cancel |

The Abort DB has the following components:

¢ Plates Being Processed List with the following columns:
Select check box
e Barcode

Plate Type

® Location
¢ Current Step: explains the next step in the procedure.
e Abort and Cancel buttons.

2. Click the Select check box for the plate whose run you want to abort.
3. Click Abort.

The software asks for confirmation.
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Click Yes to continue with the Abort process.

Note: The abort process may take some time to complete. Wait until it is finished
before trying to perform any other operations.

Abortingarun @3

When abort is completed, you can see the notice in the Status tab (Figure 282).

—Wwark Flow

Figure 282 Abort notice in Workflow pane

Barcode

| Plate Type Laocation

Hyh. Status

Fluidics Status

Scan Status

Estimated Cormpletion Time

Left Position

MNoAction

MoAction

q

Aborted

B/23/2009 21413 PM

Left Position

Funning

Waiting

‘Waiting

B/23/2009 7:36:15 PM

Facility power
loss

If the array plate is in the Hyb Oven, it is placed in Drawer Number 1
If the array plate is in Fluidics when the abort is ordered, it is placed in the Scan

tray.

You will need to unload the loaded plates and trays in a second step, using the

Unload function or the unload steps during a setup.

If facility power is lost and the UPS backup power battery percent remaining drops
below 75%, the software will automatically abort all running plates. This automatic
abort is intended to protect the plates by bringing all running plates out to the drawers
for removal. However, if the user is in the setup tab performing setup steps (loading
the machine) the software is prevented from performing the required abort sequence.

If facility power is lost and the user is notified that the UPS power percent remaining
drops below 75%, the user should cancel the loading operation to initiate the abort

seqguence.

Canceling the loading operation and setup
e Select Cancel in the system setup tab.
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Unload plates

The Unload Plates function can be used to empty the GeneTitan drawers after
performing an abort operation.

Unloading loaded plates

1. Select Unload Plates from the Setup Option drop-down list. (Figure 283)

Figure 283 Selecting workflow

Systern Status System Setup |

Setup Option

Flate Information

Wwash-Scan

Barcode I ;\"'ash-S can Resume

can
Flate Type Unload Plates

Pratacal Mame I d_

Lacation

The application prompts you to empty the cover trash bin.

2. Perform the following steps:
a. Open the trash bin door.
b. Remove and empty the trash bin.
c. Return the trash bin and close the door.

3. Press the Confirmation button to proceed.
The application prompts you to unload previously loaded plates and trays.
For each loaded plate or tray:
e The appropriate drawer opens (Figure 284).

Figure 284 Unloading solution trays from Drawer #5

e The status box prompts you to remove the tray or plate and the system layout

indicates the array or tray to remove. (Figure 285)
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IMPORTANT! When running a series of array plates through the GeneTitan Instrument, you must
be careful to remove and load the proper array plate and trays and pay careful attention to the
software prompts that tell you which side of the open drawer to remove or place a plate or tray.

Figure 285 Unload tray(s)

1111 appliedbiosystems - GCC GeneTitan Instrument Control

- x
File Tools Help
2|
Stop Email Help
System Status System Setup
Setup Option Unload Plates System Layout | ‘ Array Selection
Plate Information Lsed Hyb Tray Uoed Hob Tray Manual Array Selection
Barcods Scan Tray Scan Tray.
E— Stain 1 Tray Ligation Tray
Protocol Name EerdTey Stabiizing Tray
=iz Stain 1 Tray
Aray Plate Hyb Tray
Workflow Steps o
Emply trash bin
Remove consumable frays and plates
0o | | — |y P v —
i 81 Ll i | [prrea— [ wi ot e scammea | ] Not Avaiabie
il it i Iy | Thermo Fisher Cloud Settings
Connect To Cloud
| =l = =

Themo Fisher Cloud User

Themo Fisher Cloud Upload Option
- == — Move (ARR/JPG/CEL)
Copy (ARRAIPG/CEL)

Themo Fisher Cloud Folder

[l | o T | o To upload data to the Therme Fisher Cloud, you must complete the information fislds shown above.

X

/ Plate/tray position and status indicators

Status

Remove the Scan Tray on Left side of Drawer.
Remove the Scan Tray on Right side of Drawer

Press the Confirmation button when done

Cancel

Drawer 2 opened.

Remove any plate, plate receptacle, or tray from the drawer (Figure 285), then
press the Confirmation button on the front of the instrument.

When you have finished emptying the old plates and trays, the software prompts
you to proceed to the next step.
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Using the wash-scan-resume workflow
The Wash-Scan-Resume can be used to resume an interrupted workflow on an array
plate.

The Abort process places the Array Plate on the Scan Tray. Note: You must manually
place the array on a blue tray before resuming the workflow.

Applied Biosystems recommends using a new scan tray for the resumed workflow.

Resuming an interrupted workflow

1. Select Wash-Scan-Resume in the setup process.

Figure 286 Select Option--Wash-Scan-Resume

Setup Option

Flate Information

Barcode I

Flate Type

Pratacal Mame I j_

Location

2. Enter the barcode for the interrupted array.
The Resume Plate dialog box appears.

Figure 287 Resume Plate dialog box

Resume plate based on run history x|

Plate: SS003200L o
Protocol: 550032, protacol
Current step: 3 Status:MotStarted

Resume this plate's Fluidic process starting From drawer 6, HTA plate on blue cover?
Select YES to choose a starting step From unfinished steps remaining.

The Resume Plate dialog box lists:

¢ Plate barcode

e Protocol that had been selected to run the array.

e Step where the process needs to be resumed.
3. Click Yes to proceed with the resume.

The ResumeStep dialog box opens.
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Figure 288 ResumeStep dialog box

Select an unfinished step to resume fluidic processing

Step

Time to process at this step

\a seconds

Cannot exceed original process time of 0 seconds

Ok ] [ Cancel

The Steps drop-down list displays the uncompleted steps.

Figure 289 List of unfinished steps

Select an unfinished step to resume fluidic processing

5 ed
Step 3 LIGATION MatStarted
Step 4 WATERWASH MotStarted

Step 5 STAIMNT MotStarted

Step B 'WASHA MotStarted

Step 7 STAIMNZ MotStarted

Step 8'WASHA MotStarted

Step 3 STAIN3 MatStarted ot

The list of unfinished steps are different for:
¢ Expression arrays versus Genotyping Arrays
¢ Arrays interrupted in different parts of the workflow
4. Select the step in the workflow where you want to resume.
Note: If you have performed certain steps off-line, you need to skip these steps
in the workflow.
5. Enter the time you want to run the first step in the Time to Process box.

You cannot change the processing time for certain steps, and cannot set the time
to longer than the protocol specifies.

Click OK to resume the workflow.
7. Follow the instructions in the software steps for loading the array and trays.
You must load the array plate on a blue array base.
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Figure 290 Array Plate with blue base

rray Plate |
screen? 96— A }
T 0694073496100309034

Thermo Fisher Scientific recommends using a new scan tray for the resumed
workflow.

You must load all the trays for the original workflow; if you know you are going to
skip a particular step, you can load an empty tray in the designated location for
that step.

Using the wash only workflow

1. From the Setup Option drop-down menu, select Wash.

Figure 291 Select Option- Wash

Setup Option | Wash v

Plate Information

Barcode

Flate Type
Protocol Name w

2. Click Next (bottom left).
The Barcode text field is enabled.
3. Enter a barcode.
4. Click Next.
The Workflow Steps pane populates, as shown in Figure 292.
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Figure 292 Workflow Steps

Workflow Steps

Refill glass bottles with buffer

Prepare WashB

Empty trash bin

Remove consumable trays and plates
Load consumable trays and plates
Start Processing

5. From the Protocol Name drop-down, select an appropriate protocol.
6. Click Next.

After a few moments, a Start Processing confirmation window appears.
(Figure 293)

Figure 293 Start Processing confirmation

[11ll Start Processing - Ed

This will start the WashOnly in the Left Position.
Please press the OK button to confim.

7. Click OK.
The Wash workflow begins.

Note: Monitor the Status pane as it continually updates the workflow’s progress.
Click Next when prompted. Completed workflow steps are highlighted in blue.

Drop and scan with array plates

While you can register an array plate and its arrays using the GCC Portal GeneTitan
Array Plate Registration before processing, you can also process an array plate that
has not been registered by using the Drop and Scan feature for array plates. When
using Drop and Scan, the ARR, DAT, and CEL files for each array are named using the
barcode and array position.

See "GeneTitan array plate registration" on page 135 for more information about
registering an array plate.
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Using Drop and Scan
1. Set up and load the GeneTitan Instrument as required for the workflow you are
performing.
2. Process the array plate.

If the array plate has a valid barcode, it is processed and scanned. The ARR, DAT,
and CEL files for each array are named using the barcode and array position and
placed in the designated Default folder.

For more information about the Default folder, see:
e "Default folders"
¢ "Specifying a default folder"

If the instrument cannot read the barcode, or if there are no library files on the
system for array plates with that part number, the array plate is ejected and an
error notice appears.

Insufficient disk space notice

If there is not enough memory on the computer’s drives to save the data from an array
plate, a notice appears when:

¢ You first initialize the software and instrument
* You select arrays for imaging.

Figure 294 Insufficient Disk Space Notice

Barcode Drivellr SpaceReqisE FreeSpaceGEB FlateState ScannerSkate
S500321234567590123456 12 311 Hyb ‘Waiting
DrivelDr FreeSpaceGB FreeSpaceRemainingGE Status

C

Insufficient disk space:
Flease free up sufficient disk space before scanning starts,
‘fou can check for sufficient disk space with the the menu command under Tools/Check Available Disk Space.
Failure to do so will result in lost of data.

If you see this notice, you will need to free up sufficient disk space before imaging
starts.
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Resetting the lamp life clock

Note: The following resetting instructions can be used for either the GeneTitan or
GeneTitan Scanner instrument.

The GeneTitan uses a xenon arc lamp system to provide illumination for imaging the
array at two wavelengths. The xenon lamp has a limited lifetime and needs to be
replaced at regular intervals.

The GeneTitan Instrument Control software provides a timer that indicates the
remaining useful light of the bulb and notifies you when it requires replacement.

The replacement procedure is described in the GeneTitan Instrument User Guide
(P/N 08-0296). After replacing the bulb, you will need to reset the time, as described
below.

If life of bulb is under a specified limit, the following notice appears (Figure 295) when
you launch the software:

Figure 295 Lamp Life Management notice

The Lamp Life Remaining is less than 60 hours,

Lamp Life Remaining is 59 hours,

Using the lamp bevyond the recommended time period will result in poor quality data.
Please exit the program and replace the lamp now,

If yvou have replaced the lamp, please reset the counter For lamp life remaining.

Press OK to reset the counter For lamp life remaining.
Press Cancel to skip reset,

Cancel |

If you click OK, the confirmation notice appears. (Figure 296)

Figure 296 Reset dialog box

Reset Counter for Lamp Life Remaining

Are you sure?
Please make sure:
1. You had replaced the lamp before resetting the counter For lamp life remaining.
2. The lamp is plugged into an active socket and
3. The lamp power switch is in the ON position

Failure to replace the lamp will cause poor quality data,
Failure ko burn on the lamp will cause Scanner error,

Click Yes to reset the lamp life timer to the specified time.

Click No to cancel.
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Computer practices, maintenance and troubleshooting

Computer
operation
practices

Preventative
maintenance

If the GeneTitan workstation becomes unstable during a workflow the cost of an
aborted workflow and replacement plates is substantial. To avoid this Applied
Biosystems recommends following certain computer operation practices and
preventative maintenance routines.

These are described in:

e "Computer operation practices"
¢ "Preventative maintenance"

e "Troubleshooting"

e "Troubleshooting"

The following computer operation practices are recommended to help prevent
problems.

Hard drive

For the instrument control system, it is recommended to keep all drives at a maximum
of 50% full. If there is more data on the workstation, the system tends to slow down.
If keeping data on the hard drives is absolutely necessary, the drives need to be
defragmented regularly (ie: depending on the amount of data, every two weeks or
monthly defragmentation is recommended).

USB memory drives/memory stick

When USB drives or memory stick(s) are connected to the workstation, please
properly disconnect them (safely remove hardware) before physically pulling them off.

Scanning plates

If the GeneTitan system is scanning a plate or running fluidics, try not to run any other
applications while the instrument workstation is running.

Moving data (DAT, CEL, etc.)

When archiving data or moving data off the workstation, it is highly recommended to
do this process when scanning or running fluidics is not in process. The scanning
process is very slow if data is being moved at the same time.

Optimizing your disk drive

The drive(s) on the GeneTitan workstation need to be optimized regularly (ie:
depending on the amount of data, every two weeks or monthly optimization is
recommended).

Click the Search/magnifying glass icon (lower right).
2. In the Search Window text box, type defrag.
3. Click on Defragment and Optimize Drives selection.
The Optimize Drives window appears.
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Figure 297 Optimize Drives window

By Optimize Drives - *

You can optimize your drives to help your computer run more efficiently, or analyze them to find out if they need to be
optimized. Only drives on or connected to your computer are shown.

Status
Drive Media type Last run Current status G
Hard disk drive 2/26/2018 4:57 PM OK (0% fragmented])
= DATAPARTT (D:) Hard disk drive 3/26/2018 7:05 PM OK (0% fragmented)
- 05 (E) Hard disk drive 3/26/2018 7:05 PM OK (0% fragmented)
# (F) Removable drive Mever run Optimization not available
aa (G) Removable drive Mever run Optimization not available
aa (H:) Hard disk drive 3/26/2018 7:05 PM OK (0% fragmented)
DC/MWUCDW Uardd Airle Aeinom 2MARINC T.NAS NDAA ML NoS £, b v
E;Analyze 9 Optimize

Scheduled optimization

On E;Change settings
Drives are being optimized automatically.

Frequency: Weekly

The window displays a list of drives with information about capacity and free
space.

4. Select the disk you want to optimize.
5. Click Analyze.
The Analyze process runs.

When the analyzing process is complete, the status of your analyzed drive is
displayed in the Current Status column.

Repeat steps 4-5 for each drive you want to optimize.
6. Close the Optimize Drives window.
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If the GeneTitan IC window and taskbar icon disappear

The GeneTitan IC window may disappear from the computer screen while, at the same
time, the Taskbar icon for GeneTitan IC disappears. If this happens, restore the
window and icon by doing one of the following.

Troubleshooting

Solution 1
1. Simultaneously press Ctrl/Alt/Delete keys.
The Windows Security dialog box appears.

2. Click Start Task Manager.
The Windows Task Manager window appears.

3. Click New Task...
The Create New Task dialog box appears. (Figure 298)

Figure 298 Create New Task dialog box

T Create New Taske /s S S ﬁ

Type the name of a program, folder, document, or
=75 Internet resource, and Windows will open it for you.

-

Open: explorer.exe

& This task will be created with administrative privileges.

Ok H Cancel H Browse...

4. Enter explorer.exe and click OK.
The Task Bar should be displayed
5. Press the icon for GeneTitan in the task bar to display the GeneTitan window.

Note: The explorer.exe application must be running properly to display the
Taskbar at the bottom of the screen. The above procedure will launch

explorer.exe to re-display the Taskbar.

Solution 2
1. Simultaneously press the Alt and Tab keys
A list of icons for active applications appears.
2. Keep pressing the Alt key while tapping on the Tab key to select the window
displaying GeneTitan.
3. When selected, release the Alt key.
The GeneTitan window re-appears.

Note: For more troubleshooting information, see the GeneTitan Instrument User
Guide (P/N 08-0296) or GeneTitan Multi-Channel Instrument User Guide (P/N 08-
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After the array has been scanned, GCC: (Figure 299)

e Aligns a grid on the Image (DAT) file to identify the probe cells.
e Computes the probe cell intensity data for the array and creates a CEL file.

Figure 299 Array Processing Workflow

GCC Array Processing
Workflow

Register Sample(s) and Assign
Arrays in Sample (ARR) files

d

Hybridize Array(s) and Sample (not
performed by GCC for Cartridge Arrays)

l

Perform Wash and Stain operations on
array(s) in Fluidics Station

l

Scan Probe Array and
Save Image Data in DAT files

d

Review grid alignment and perform
manual gridding if necessary

y

Analyze Cell Intensity Data and
Generate Analysis Data in CHP files

The GCC Viewer displays DAT, CEL, and JPG files and enables you to:
¢ Track the progress of the data through grid alignment and cell intensity
generation.

¢ View the files for quality control purposes, such as detecting scratches and
bubbles.

¢ Check the grid alignment and realign the grid, if necessary.
See "Checking the grid alignment" on page 310.
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Note: Realigning the grids will update DAT headers and break the parent-child
relationship between DAT files and existing CEL files until the CEL files are
regenerated.

¢ Create a JPG version of a DAT file for archiving.
See "Exporting images in other formats" on page 322.
This chapter describes the operation of the GCC Viewer in the following sections:

e "Array and grid types", below

¢ ‘"Introduction to the viewer" on page 275

e "Using the review window" on page 283

¢ "Opening image files" on page 289

e "Using the review window" on page 283

e "Learning about the image file" on page 307

¢ "Checking the grid alignment" on page 310

e "Exporting images in other formats" on page 322

Array and grid types

The Alignment algorithm uses the checkerboard image of the control probes, located
at the corners of the probe array, to superimpose a grid on the scan image. The
algorithm aligns the grid so that each square in the grid delineates a probe cell.

The alignment of the grid and sub-grids usually takes place automatically after
imaging the array. The status of the alignment can be tracked in the Review window.
If the alignment algorithm fails you can perform a manual alignment of the main grid
and/or sub-grids.

Different types of arrays use different grid types, as described in:

e "Cartridge arrays"
e "GeneTitan array plates" on page 271

Cartridge arrays Cartridge Arrays can use:
e Main Grid Only (Figure 300)
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Figure 300 Array with a single grid

ommand Console Yiewer

Fie View Help
= Search & Open... [ Open File...

El Anay Information

Aray 1D 04212052-Bodb-4ca0-82
Anay Name @5106810024753001 0| =
Barcods @5106810024753001 0%
Desian Tvps Expression

Probe Amay Type

S ample File Hame
Fluidics

Fluidics Diate

Fluidics Module 1D
Fluidics Madule Mur
Fluidics Station 1D
il Chatices bzt
Grids 1 x|

[ |Ful mage He Active Grid

HG-U1338
C:\Command_Corsolehl

o

Workflow Review

2 Refiesh | Show Woriflows of last: | 7| Days | [OShowEmorsOnly | Fiterby: Date Scanned

Well Positi..  Array Name Amay Type  ScanStatus  Grid Alignment
i 0804200015385008 @51063100247530010804300015385008 HG-U133A Finished Finished
i 0804300015325008 @51068100247530010804300015385008  HG-U133A Finished Finished

[ ! | >

Pixel X =10, Pixel ¥ = 3618, Intensity = 249

e Main Grid with multiple sub-grids (Figure 301)

Array and grid types

The position of each sub-grid can be adjusted independent of the other sub-

grids.
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Figure 301 Main grid with sub-grids
File Wew Hslp T
%5 Search & Open... [25 Open File... | @) Help
Properties 1 x E NADG6993_SH_D50707_YnV_SNPGE_Platel_D04_2.DAT R
o=:)40 (3@ S QN[O 5 o 3¢ 33015 |
B Auay Information N - .

B Fluidics

Grids
i [ |Full image [ active arid | [-] B
] [ B [ o tmags Processing -

Workflow Review

2 x

2 Refresh | Show Workflows of last: 7 | CIShowEmorsGnly | Filterby: Date Scanned =
Date Seanned Scan Status | Grid Alignment | CEL Geners

o 5(320113:1114PM Firished Finished [~

o BA20113:4845PM Finished Finished

o 52N 3PM Firished Finished

o BE20111:5241PM Finished Finished Finished
SA2N11 1:55-45 PM Finished Finished Finished ¥
< >

Pixel X = 15066, Pizel ¥ = 0, Intensity = 255

Each sub-grid is identified by its row and column in the main grid. The corners of
each sub-grid are marked on the array by specific alignment patterns; the
anchors of the sub-grid are aligned to these patterns. (Figure 302)
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Figure 302 Corner pattern of a sub-grid
ﬁ Command Console Yiewer g@
Ele  Wiew Help
5 search &.Open... |5 OpenFile... | @ Help
Froperties 1 x i . Ny _! | _D04_2 | 4 b x
5=|24 ; Slaois | B
B Array Information ~ ~
& Fluidics
Grids

i [ |Ful Image [ Active Grid | [+] @ @

ﬂDD Ry .. .nn.
Upper Right Corner (Fe; .

Yok flows Review

L x
2 Refresh |  Show Workflows of last: | 7| Days | [JShowEmorsCnly | Filterby: Date Scanned =
Date Scanned Vwlell Positi. AmayType | ScanStatus | Grid Alignment | CEL Genera
532011 311:14PM HG-UT23A  Finished Firished Firished [
W 5372011 3:48:45PM HG-U1334 Finished Finished Finished
@ 513201140443 PM HG-UT234  Finished Finished Finished
& 5/52011 1:53:41FM HG-U1334 Finished Finished Finished
RRZ011 15545 PM HG-111334 Finished Finished Finished ¥
< >

Pixel ¥ = 7632, Pixel ¥ = 1214, Intensity = 103

The software uses the corner patterns at the four corners of the array to align the
initial main grid. The main grid is then divided into smaller sub-grids. Each sub-

grid is aligned on the corner grid patterns in the final steps of the gridding
algorithm and in manual alignment.

GeneTitan array Plate Arrays use:

plates e Sub-grids only without a main grid (Figure 303)

There are two different types of Genetitan array plates:

e "GeneTitan expression array plates" on page 272
e "GeneTitan genotyping array plates" on page 275
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GeneTitan expression array plates

Figure 303 GeneTitan Array DAT file

ﬁ Command Console Viewer l._]@w

Fle Wew Help

% search & Open... [ OpenFile... ] | @ Help J
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Bl Anay Information [~]
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El Grid Alignment

Grids 7 x
[ |Fullimage * | B A

= LE 1l Image Processing ~

‘workflow Review

2 Refresh | Show Workllows of last. | 20| Days | [lShowEmorsOnly | Fiterby: DeteScanned =

Dats Scanned Barcode iwell Positi Array Name Al

W 5572011 4:41:22PM @51133200123456101006123456712302 @51133200123456101006123456712302

w BiE20111:5724PM @51068100247530010804300015385007 @51068100247530010804300015385007
552011 1:55:45 PM @51068100247530010804300015335003 @51068100247530010804300015335003

w B/520111:5241PM @51068100247530010804300015385008 @51068100247530010804300015385008
51372011 4:04:49 PM @51068100247530010804300015335008 @51068100247530010804300015335008

w 532011 3:4845PM @51068100247530010804300015385008 @51068100247530010804300015385008

W 532011 3:11:14PM @51068100247530010804300015335008 @51068100247530010804300015335008

[E3] >

Cell ¥ = 697, Cell ¥ = 1, Intensity = 148

An array plate can have up to 96 arrays (see "GeneTitan array plate registration”
on page 135 for more information).

Each plate array on the array plate has multiple sub-grids. Some arrays use a 7 x
7 grid, for a total of 49 sub-grids, while other array types use a 7 x 6 grid, for a
total of 42 sub-grids.

These sub-grids are similar to the sub-grids used for some cartridge arrays, but
on a plate array the sub-grids are not aligned to a main grid.

In addition, the data for all the mini-DAT files is consolidated into a single DAT
file. This DAT file can be viewed in the Image Viewer; the file has all the image and

gridding data for each sub-grid and each exposure, and enables you to check the
gridding independently for each exposure
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Figure 304 Mini-DAT and mini-CEL files

Relationship between plate arrays, Mini-DAT files, Mini-CEL files, and DAT files

@D . Plate Array with subgrids
LRI O00O00]

OO O00
DOEOO00

HEEN NN
I Y

Mini-DAT files

The array is scanned twice with different exposure times. Each scan produces
a mini-DAT file for each subgrid, for a total of up to 98 different mini-DAT files

@ & & & & @ & W =
5 & 5 8 5 EEEEEEE
B & 5 EHE EE CRCRCRCRCNCNT
& & 5 EE EE CRCRCRCRCNCN
W EEEEE CRCRCRCECNCN
e EEEEE CRCRCRCRCNCNT
# = 5 5 = e = 5 5 5 8 5
First exposure Second exposure
Mini-CEL files

The data from each exposure is used to determine the cell intensity data for
each subgrid. This data is kept in a mini-CEL file. In this example, there would be
98 mini-CEL files for an array, with two mini-CEL files for each subgrid.

OIRERERERR OLEER LR
om0 e E EHoEEEEEE
oo E E HoEEEEEE
oo E E HoEEEEEE
oo E E HoEEEEEE
oo E E HoEEEEEE
HE EE E EE N = N - - =

First exposure Second exposure

A plate array does not have a main grid, but
DDDDDDD has up to 49 independent subgrids.

DAT file

The data for all the mini-DAT files is
consolidated into a single DAT file.
You can use the DAT file to view the
individual subgrids for each exposure
and to correct problems with
Gridding

The mini-CEL files for each exposure are merged into a single merged CEL file (.mgcel)
(Figure 305), resulting in two merged CEL files per plate array.

The data in these two merged CEL files is then consolidated in a single CEL file, which
is used for further analysis and can be viewed in the Image Viewer for QC purposes.
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Figure 305 Mini-CEL merge and consolidation.

Relationship between Mini-CEL, merged CEL, and CEL files

Mini-CEL files

) @ & 8 & & OLRRRRE
HEEEEEE EHowoE e e
EoEE R E ey y The data from each exposure is used to
HoEE E E E E B oEE R EE determine the cell intensity data for each
w o E oE o E E subgrid. This data is kept in a mini-CEL file. In
o EE B e this example, there would be 98 mini-CEL files
o B E E E E N for an array, with two mini-CEL files for each
wE e EEEE EoEEEEEE subgrid.
First exposure Second exposure
Merged CEL files

The mini-CEL data for each

exposure is merged into a

single merged CEL file,

resulting in two merged CEL

files for each plate array.
First exposure Second exposure

The mini-DAT, mini-CEL, and merged
CEL files are deleted after the DAT and
CEL files have been created.

CEL file

The data for the two merged CEL files is
consolidated into a single CEL file. The CEL file
is used for further analysis, and can be viewed
in the Image Viewer for QC purposes.

The mini-DAT files, mini-CEL files and merged CEL files will be deleted during normal
processing. If something goes wrong, you may find these file types in the target folder
during a scan.
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GeneTitan genotyping array plates

GeneTitan genotyping array plates are handled similarly to the GeneTitan Expression
arrays except that the arrays are scanned at two different wavelengths to support the
two color assay. At each wavelength genotyping arrays are scanned at two different
exposure times where signals from all four DAT files are integrated into a single DAT
file to provide an expanded dynamic range.

Introduction to the viewer

Opening the
viewer

You can learn more about the basic functions of the GCC Viewer in:
e "Opening the viewer"
e "File display differences" on page 276
¢ "Moving the components out of the viewer" on page 278
e "Moving the component borders in the GCC viewer" on page 281

To start the GCC Viewer:
¢ In the GCC Launcher, click the GCC Viewer icon @\ or
Click the Start — Thermo Fisher Scientific —» GCC Viewer.
The viewer opens. (Figure 306)

Figure 306 GCC Viewer with no image displayed

Viewer menu ﬁ Command Console Viewer g@
T || Fle Wew Heb
. % search & Open... [ OpenFile... ] | @ Help
Viewer tool bar ———— I
Warkllow Review 7 x
2 Refresh | Show Workflows of last 20| Days | [OShowEmorsOnly | Fiterby: DateScanned
Date Scanned Barcode Well Positi. | Array Name
© 552011 4:41 22PN ©51123200123456 1010061234567 12302 @51133200123456 1010061234567 12302
o 55201115724 PM @51068100247530010804300015385007 @51068100247530010804300015385007
& 55201115545PM @51068100247530010804300015355009 @51068100247530010804300015335009
: : 55201115341 PM @51068100247530010804300015385008 @51068100247530010804300015385008
w
Review window o 5A2011404437M @51068100247530010804300015235008 @51068100247530010804300015235008
© 532011 34845PM @51068100247530010804300015385008 @51068100247530010804300015385008
o 53201131114PM @51063100247530010804300015355008 @51063100247530010804300015355008
&l F>
StatUS bar Cell 2 = 724, Cell ¥ = 0, Intensity = 2123
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The viewer has the following components when it first opens:

e Viewer menu

¢ Viewer tool bar

¢ Review window (optional) (see "Using the review window" on page 283)

e Status bar: displays cursor position and intensity of selected pixel/cell
Additional components are visible when a DAT or CEL file is displayed (Figure 307)

Figure 307 Parts of the GCC Viewer with DAT file displayed
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To learn about the Image window tool bar, see "Changing the display of the image"
on page 299.

To learn about the Properties box, see "Learning about the image file" on page 307.

To learn about the Grid box, see "Checking the grid alignment" on page 310.

File display The GCC Viewer has different types of functions and options for the different image
differences file types that it displays:
DAT files

DAT files are the image data files, the product of the initial scan.They are used to
generate the cell intensity data file after the grid has been aligned.

The DAT file must be opened to perform manual gridding or to run the grid alignment
algorithm in the GCC Viewer.
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If the cell intensity data (CEL) file has been generated, you can click the Cell Intensity
button and view the cell intensity data in the DAT Image window.

GeneTitan expression array plate DAT file exposures

Each array is scanned twice, with different exposure times. The image data from both
exposures are in the GeneTitan Array Plate DAT file. You can switch between the
different exposures for checking the gridding, etc., by using the Exposure button (see
"Displaying different exposures (GeneTitan expression array plate DAT files only)" on
page 303).

GeneTitan MC Genotyping Array Plate DAT File Exposures

In GeneTitan MC each array is scanned twice, with different colors. The image data
from both exposures are in the GeneTitan MC Array Plate DAT file. You can switch
between the different exposures for checking the gridding, etc., by using the Exposure
button (see "Displaying different exposures (GeneTitan expression array plate DAT
files only)" on page 3083).

CEL files

CEL files are cell intensity data files, produced using the DAT file data after gridding
and feature extraction.

You cannot perform grid alignment or cell generation on a CEL file.

For certain types of probe arrays, failed control features in the array will be masked
when viewing the cell intensity data (see "Viewing failed control features", below).

JPG files

JPG files are a copy of the DAT image in a standard image file format; they provide an
image file with a reduced file size for QC inspection, archiving, and publication.

Viewing failed control features

For certain types of probe arrays, the cell intensity analysis also generates a Cell
Summary Report. The report has information on the control features on the array that
failed certain quality checks.

The failed control features are masked when viewing the cell intensity data in these
cases (Figure 308).
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| @52026700309137041705400091 668906 DAT ] 4 b %

HRQAQEe | % oxl kel x|

See "Changing the grid and intensity display" on page 302 for more information about
controlling the grid and intensity display.

See Appendix C, "Cell summary report" on page 353 for more information about the
cell summary report.

Moving the You can move the following components to a different location on your screen by
components out clicking in the title bar and dragging the box to the new location (Figure 309).
Of the Viewer * Properties box

e Grid box

¢ Review window
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Figure 309 Dragging boxes outside of the GCC Viewer
£ o637
File  Wiew  Help
3 Search & Open... [£5OpenFie.. | | @1 Help J
i (] | 550001_Tests_(HT_HE-U133A) AO7.DAT 4bx
EHH] iE @ Q Q| NO]oLm |2 o] 3¢ > ] 1000 (]
o= | i 2 [ | |
B Anay Information [] — =
& Fluidics
& Grid Alignment
v
]
i [ Fulimage [# =8
’ indataid =
Warkflow Review X
2 Refresh | Show\oridlows of last: | 20| Days | COShowEmorsOnly | Fikerby: DateScanned  ~
& Seanned Barcode Well Positi. | Array Name Array Type
201145011 PM @51059900309137041705400091663301 BAT 25 Testd (&)
/2011 4:41:22 P ©51133200123456101006123456712302 ©51133200123456101006123456712302 TrueTag_{»
< (>
Cell ¥ =9, Cell ¥ = 1, Intensity = 156

You can move the Image window outside of the Viewer by clicking on the file name
tab and dragging the window out of the viewer.

Docking the boxes back in the GCC Viewer

1. Double-click on the box title bar or the file name tab in the Image window.

Choosing a new location for the bo
1. Click on the title bar and drag the box back into the GCC Viewer.
The docking hints buttons appear in the Viewer. (Figure 310)
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Figure 310 Using the Docking Hints buttons
<Y
File  View Help
{3 Search &.0pen... (5 Open ... | @ e |
Giids ® x| ] 550001_Tests (HT_HG-U133A) AD7.DAT b x
i [Jrul mage % EES (5aaq =)o s s 3¢ [>ls20 | K
i mage Frocessing - o
.
Indicator box
Propetties (X
B Amay Information ~
B Fluidics =]
B Grid Alignment
b
Warkflon Revie 7 x
2 Reiresh | \orkflows of last 20| Days | CIShewErorsonly | F
< Scanned Barcode Well Positi.  Armay
201145011 PM ©51053300309137041705400091658901 BAT [~
@ /2011 4:41:22PM E ©57133200123456101006123456712302 @51
£\ >
Cell X =0, Cell ¥ = 493, Intensity = 229

2. Move the Cursor to the docking hint button.
A gray box appears, showing where the box will dock.
3. Release the mouse button.

The box is docked in the selected location. The title bar contains two options for
the Properties and Grid boxes, Close and AutoHide. (Figure 311)

Figure 311 Box title bars

Closing a box

1. Click the Close [E§ button.

Using the Autohide feature
1. Click the AutoHide button [EY in the box.

The box is closed, but a tab is displayed on the left side of the window
(Figure 312).
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Figure 312 Hidden Grid Box and tab

File  Help
L_;': Open File... | Save | @) Help
Hidden Grid —»@ RiDgelleS HG-U133BC.DAT | T
Bz A = = =
o|EE 4l |3 ® Q [Ee o 2 .
& 7.
LJ = Amay
ArayBarcode (@51 0556222223331 180!
Arrayld HG-U1338C
ArayT ype HG-L1338
E File
Filet ame C:\Program FilestAffumetrid i
FilzSize 57832416

Displaying a hidden box temporarily

1. Place your cursor on the tab.

Restoring a hidden box
1. Display the box and click on the AutoHide button EY.

Moving the You can change the relative size of a component in the Viewer by moving the borders
component of that component.

borders in the _ _

GCC viewer Changing the size of the component

1. Move the cursor over the border until it changes to a double arrow ..
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Figure 313 Placing cursor on boundary between two components

Ele Wew Help

(% search & Open... [ Open File... | @) Help

Fropetties B %[ | 550001 _Tests (HT_HG-U133A) A07 DAT 4k x

0|2 iE® QN 49 € 3< sz |
~

B Fluidics

B Grid Alignment
Girid Algorithm Yersic

I

+ Cursor on

Grids R x

i [ |Full image e active arid | [-] FE A
P B [ A Image Processing ~

‘Workflow Review 3 x
2 Refresh | Show Workflows of last | 20| Days | [IShowEmorsOnly | Fiterby: DeteScanned =

Array Name Array
Test ~
True|
HG-
HG-L|
HG-L
HG-L

ccccel

Pixsl X = 10, Pizsl ¥ = 176, Intensity = 6

2. Click and drag the cursor to change the size of the area (Figure 314).

Figure 314 Grid box enlarged.

—— e e

Fle Wew Hslp

(3 Search & Open... [ Open Fil... | @i Help
Propeties 2 %! | 550001 _Tests_(HT_HG-U133A)_A07.DAT arx
24 iE @ Q QN B B3 49[¢ 3¢ >|5200 |

~

e ]
Girids L]

x
[ Fullimags R active arid | [+] FER
ﬂ D I:‘ D : 0] Image Processing +

“wiorkflow Review 3 x
| [ShowEmorsOnly | Fikerby: Date Scanned

4

2 Refresh | Show Workflows of last 20| Day

ate Scanned Barcode Well Positi. | Array Name Array
@51053900309137041705400091668901 BAT_25 ] st A
0 True
HGL
HG-L|
HGL
HG-L

Fixel X = 140, Pixal Y = 858, Intensity = 25
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Using the review window

The Review window, at the bottom of the viewer (Figure 315), displays a list of
DAT files for scanned arrays. The window includes various information on the
DAT files, including the grid alignment and cell generation status.

Figure 315 Review window
workflow Review 3 x
Toolbar = Refresh I Show Werkflows of last: 7| Days I []Shaw Errars Cnly I Filter by: Date Scanned = I Mumber of Record(s): 8
Date Scanned Barcode ‘well Positi... Array Mame | Array Type Scan Status | Grid Alignment CEL Generation Date Reviewed Err
W 52011 311:14PM @5106810.. @5106810..  HG-U1334 Finished Finished Finished 5/5/2011 3:26:54 PM ~
w 532011 3:48:45 PM @5106810.. @5106810..  HG-U1334 Finished Finished Finished I
W 5372011 4:04:49 PM @5106810.. @5106810..  HG-U1334 Finished Finished Finished
w 562011 1:53:41PM @5106810.. @5106810..  HG-U1334 Finished Finished Finished 582011 11:12:30 &M
562011 1:55:45 PM @5106810.. @5106810..  HG-U1334 Finished Finished Finished 5/8/2011 11:09:48 &AM
W 562011 1:57:24 PM @5106810.. @5106810..  HG-U1334 Finished Finished Finished v
<] | >

The Toolbar provides access to different functions of the window.

The Review window displays a list of the scans performed along with the following
information:

Status Icon W In progress.

% Finished

& Failed
Date Scanned Date and time the array was scanned.
Barcode Array Barcode.

Well Position Well Position for Array Plate.

Array Name Name of the array file created.
Array Type Probe array model scanned.
Scan Status Status of scan.

Grid Alignment Status of grid alignment.

CEL Generation Status of cell file (CEL) generation.
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Date Reviewed Data and time the DAT file was last viewed in the Viewer.

Error Message Short message describing the error found [do we need list of codes?].

Error Message DAT File Mame CEL File Mame
BAT_25.DAT BAT_25.CEL
Gridﬁt’gnment.m: Failed.  @351133200123456101006123456712302_A.DAT, @5..  @51133200123455101006123456|
BAT 25 3.DAT BAT 25 3.CEL
Grid4{Gridalignment.exe: Failed to find checkerboard patterns that may be confused with the comer checkerboard pattern.
Gridalignment.exe: Failed to find checkerboard patterns that may be confused with the corner checkerboard pattemn.
@510681002475300710804200015385008_5 DAT @51068100247530010804300015
@510681002475300710804200015385008_4 DAT @51068100247530010804300015

4 4TCannennnsn AZcannd Aannnac

Mouse over the error message to see a popup of the entire message.

DAT File Name Name of the DAT file(s) generated.

DAT File Name CEL File Name
BAT_25.DAT BAT_25.CEL
@51123200122456701006123456712302_ADAT, @5..  @51132200123456101006123456712302_A CE
BAT_25_3.DAT BAT_25_3.CEL
@511332001223456701006123456712302_3_A.DAT...
BAT_25_2 DAT BAT_25_2.CEL
@51068100247530010804200015385008_5 DAT @51068100247530010804300015385008_5.CE
@510681LA247RI001N0NAINNN1E90RNNG 4 AT EEINEY1NNIATEINNINENAINNNIEISS008 4 CE
@51HQEC:‘:Command_CDnsolE\Data\Defau|t\@5106&100247530010504300015335008_5.DAT 385003_3.CE
@51068100247530010804300015385007 DAT @51068100247530010804300015385007.CEL

CEL File Name Name of the CEL file(s) generated.

CEL File Name Last Updated

BAT_25.CEL B/5/2011 4:50:11 PM

@51133200123456101006123456712302_A CEL, @51.. B/520114:41:22PM

BAT_25_3.CEL 5152011 11:19:10 AM
B/15/2011 11:17:43 &AM

BAT_25_2.CEL 5152011 11:16:11 AM

@5 EB‘IGDM?SSOG‘I 0804300015385008_5.CEL 5372011 4:04:43 PM

@5 1HER10074759001 N8NAINANTEIDENND 4 CI Er19011 24845 DM

@5 C:\Command_Console\Data\Default\@51058100247530010804300015385008_5.CEL |

@51068100247530010804300015385007.CEL 5/5/2011 1:57:24 PM

ouse over the CEL file name to see the full path.

Last Updated Date the workflow last ran.

Enable or disable the Review window

1. From the View menu, select Review Window.

The Review window displays a list of the scanned arrays with their DAT files and
their grid alignment and cell generation status.

Displaying a listed DAT file

1. Double-click on the file in the list.

GeneChip™ Command Console™ (GCC) User Guide 284



Chapter 9 Using the GCC viewer
Using the review window

If the workflow is associated with more than one DAT file, the Choose File to
Open dialog box opens (Figure 316).

Figure 316 Choose File to Open dialog box

Choose File To Open

Filez Path: | C:\Command_CongolehD ata\Default

(@511332001 234561010061 2345671 2302_A DAT [Auta aligned)
(&511332001 234561010061 2345671 2302_B.DAT (Mot aligned)
(511332001 234561010061 2345671 2302_C.DAT (Mot aligned)
(E511332001 234561 0100612345671 2302_D.DAT [Auto aligned)

[ Qg ][ Lancel ]

¢ Select the DAT file to open and click the OK button in the Choose File to Open
dialog box.

The image file is displayed in the viewer. (Figure 317)

Figure 317 GCC Viewer with DAT file opened

fle  View Help

%5 search &.Open... |5 OpenFile... | @ Help

Fropetties 2 X || | BAT_25.DAT 4k x
E=-| A H ( @ ( P

G| 4 :D{Q-L-Hu\.)la\g 0¢ 3[< aus |
El Array Information ~

Bl Fluidics

Grids 2 x
i [ ]Ful Image P Active Grid |

5] [ b L J 5 wmage rosesan - |

J

‘Workflow Review 3 x
& Refresh Show Werkflows of last: 10| Days |Agpl Show Errors Cnl, Filter by: Date Scanned -
B 1y ERly| ¥ ¥
Date Scanned Barcode: wiell Positi Scan Status Grid Alignment CEL Generation
W BAR0TTIN4PM @5106210 Finished Finished Finished
W 5372011 348:45PM & Finished Finished Finished
o B320114:0443PM Finished Finished Finished
& 552011 153:41PM Finished Finished Finished
 B/52011 1:55:45PM Finished Finished Finished
[ V2011 1:57:24 PM Finished Finished Finished
& D/520114:41:22PM Finished Error
< >

Pixel ¥ = 792, Pixel ¥ = 355, Intensity = 96

For information on aligning a misaligned grid, see "Checking the grid alignment" on
page 310.

Updating the list

¢ Click the Refresh button ﬂ

in the Toolbar.
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Sorting the list for a particular parameter value
Click in the column header for that parameter.
Selecting columns for display
1. Right-click in any column header.
A menu of the column headers appears (Figure 318).
Figure 318 Column Header menu
Wlorkflove Review 3 x
& Refresh I Show Workflows of last: 20 | Days I [1Show Errars Only I Filterby: Date Scanned - I MNumber of Record(g): 8
Date Scanned Barcode ‘wiell Pesiti Scan Status v' Dat=“5:annad ¥ Type Grid Alignment CEL Generation
W 201131114 PM @51068100247530010804300015385008 Finished v B “ d J133A Finished Finished
W 5201134845 FPM @51068100247530010804300015385008 Finished R J133A Finished Finished
W DA20114:04:49FPM @51068100247530010804300015385008 Finished v Well Position J133A Finished Finished
W 592011 1:53:41PM @51068100247530010804300015385008 Finished ¥ 5ean Status J133A Finished Finished
W 552011 1:55:45 FPM @51068100247530010804300015385003 Finished ¥ Aray Name J133a Finished Finished
W 952011 1.57.24 PM @571068100247530010804300015385007 Finished v Amray Type J133A Finished Finished
@ 552011 4:41:22PM @571133200123456101006123456712302 Finished | o grid plignment ~ 199_5K_B Errar
& 5520114:50:11PM @571059300309137041705400091668301 Finished v CEL G & tion 3 Finished Finished
v Date Reviewad
v Error Message
+ DAT File Name
+ CEL File Name
<l 1 v Last Updated >
Ready

2. Select or deselect the desired parameters to conceal and display them.

The window enables you to filter the workflows to display only the workflows of
interest.

You can filter the displayed workflows by:

¢ Date since workflow ran
e FError Status
¢ Any of the values in the columns.
It also indicates the number of displayed records in the Workflow Review window.

Filtering by Date since workflow ran

1. Enter a value for the number of days for which you want to display records and
click Apply (Figure 319).

Figure 319 Filter by Date controls

Show Workflows of last: 10| Days
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Displaying errors only

1. Select the Show Errors Only check box (Figure 320)

Figure 320 Show
Errors Only check
box

[«]Show Emors Crliy

Filtering by other parameters displayed in the Review window

1. Select the parameter type from the Filter by drop-down list (Figure 321).

Figure 321 Filter by controls

Select parameter then enter value

Filter by: Date Scanned |

I Scan 9 Barcode = Array Type G
Finishy \Well Position ). TrueTag 5. E
Scan Status
Array Mame
Array Type
Grid Alignment
CEL Generation
Date Reviewed
Error Message
DAT File Mame
CEL File Mame
Lzst Updated

2. Enter a value in the Filter by text box.

Note: The Filter by function will filter on parameters that are not being displayed
in the Review Window. In addition, Only the workflows with parameters matching
the entered value will be displayed.
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Changing the Changing settings for the Review window
other settings of 1
the workflow

review window

From the View menu, select Options...
The Options dialog box opens (Figure 322).

Figure 322 Options dialog box

JPEG Creation
Compression Ratio (): 75 =
Sampling Ratio (%) 40 =

Wordlow Review Window
Enable Wordlow Review Window on startup.
Refresh every: |5 % (Seconds)

Grid Lines
Grid line color:

Manual Grid Adjustment
[] Apply adjusted coordinates to all channels and exposures

Saving Image display options

| Save w

QK Default Cancel

2. Select or deselect the following feature:

¢ Enable Review Window on startup: turns the Review window on whenever
the GCC Viewer is opened.

Note: This change will not take effect until you have stopped and restarted the
GCC Viewer.

3. Change the value for the Refresh interval to control the frequency of the Review
Window updates.

4. Click OK to close the dialog box and enable the changes.
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Opening image files

Using the search
and open dialog
box

You can display DAT, CEL, and JPG image files in the GCC Viewer. The Viewer has
different functions when viewing different types of files (see "File display differences"

on page 276).

You have several options for opening files in the Viewer:

e "Using the search and open dialog box", below

¢ "Using the open dialog box" on page 296
¢ "Displaying multiple files" on page 297

The Search and Open dialog box enables you to search through the files on the GCC
system to find the ones of interest.

The Search and Open dialog box enables you to filter the displayed Sample files by:

e Projects
e File Type

¢ File Creation Date
e Probe Array Type

¢ Array Name
e Attribute Value

1. Click the Search and Open button in the Viewer tool bar; or

From the File menu, select Search and Open....
The GCC File Open dialog box opens (Figure 323).

List of Projects

File types

Filters controls

Figure 323 File Open dialog box

[] &l projects and data roots Name Grid ... | Array Mame Folder
[0 Build37EU133a @510599003091370417054000916658927.0AT  Auto ... @5105990030..,  C\Cor
O Data @51059900309137041705400091668927_2,DAT Auto ... @5109990030... C:\Cor
D Default @51059900309137041705400091666927 _3.DAT Auto ... @5105990030... C\Cor
[ Flat @52001900408601102105400477603600.0AT  Mot..,  @5200180040,..  CihCor List of
O For_Richard @52001900408601102105400477603800_2,DAT Not... @5200190040... C:\Cor .
D GCOS5 1.3 @520267004558307120505400609420034.DAT Mota... @5202670045.. Ciicor avail |ab|e
O Pus2 @52026700455307120505400609420034_2,DAT Mot a... @5202670045.., C\Cor f| Ies
O Rec_Test @52026700458307120505400609420034_4.DAT Mot a... @5202670045... C:\Cor
D test bwo_array_types_HG-U133A.DAT Auto ... two_atray_typ...  CiCor
bwo_array_types_HG-U133A_2.DAT Auto ... bwo_array_typ..  CACor
bwi_array_types_HG-U133A_3.0AT Auto ... bwo_array_typ...  CiCar
bwo_array_types_HG-U133A_4.DAT Auto... bwo_array_typ..  Cicor o
< < >
Files of type DT Fles Filter Details
ek Fitere) (R e TS Please use scrollbar ko view filkers, A F| |ter Deta| |S
Date
File Creation Date: —
[ From Mo Filkers
|:| Ta _Array Name 2
< »
Probe Array Types
Status
‘AI\ Probe Arrays Selected j
Search Files By (Use ™ Far wildcard suffix)
Array Mame
[ Apply Filkers ] [ Clear Filters ]
Attribute Buttons
48 File(s)
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The dialog box displays a list of the files that meet the criteria in the upper right
corner (Figure 324). You select the files to display from this list.

Figure 324 Unfiltered file list

Mame
@510599003091 37041 705400091 665927 .DAT
@510599003091 37041 705400091 665927 _2.DAT
@510599003091 37041 705400091 665927 _3.0AT
@52001900405601 1021054004 77603500.04T
@520019004058601 10210540047 7603500_2,DAT
@E520267004558307 1205054 006094200354, DAT
@520267004558307 1 20505400609420034_2.DAT
@52026700458307 1 20505400609420034_4.DAT
bwio_array_types_HE-U1334.DAT
bwio_array_types_HE-U1334_2.DAT
bwio_array_types_HE-U1334_3.DAT
bwio_array_types_HE-U1334_4.DAT
MENARTNNPE1 QPAN3NAN47N01 PT4A4455 MAT

Grid Status
Auto aligned
Auto aligned
Auto aligned
Mot Aligned
Mot Aligned
Mot aligned
Mot aligned
Mot aligned
Auto aligned
Auto aligned
Auto aligned
Auto aligned

fnikn alioned

Array Mame

@510599003091 37041 705400091 665927
@510599003091 37041 705400091 665927
@510599003091 37041 705400091 665927
@52001900405601 10210540047 7603500
@52001900405601 10210540047 7603500
@E520267004558307 1 205054 006094200354
@E520267004558307 1 205054 006094200354
@E520267004558307 1 205054 006094200354
bwio_array_types _HE-U1334
bwio_array_types_HE-U1334_2
bwio_array_types_HE-U1334_2
bwio_array_types _HE-U1334
MENARTNNPE1 QP AN3NAN43001 PT464455

Faolder Path
Ci\Command_Console\Datalalzheimer Files
Ci\Command_Console\Datalalzheimer Files
Ci\Command_Console\Datalalzheimer Files
Ci\Command_Console\Datalalzheimer Files
Ci\Command_Console\Datalalzheimer Files
Ci\Command_Console\Datalalzheimer Files
Ci\Command_Console\Datalalzheimer Files
Ci\Command_Console\Datalalzheimer Files
Ci\Command_Console\DatalCancer Files
Ci\Command_Console\DatalCancer Files
Ci\Command_Console\DatalCancer Files
Ci\Command_Console\DatalCancer Files
AT ammand ConenleiMakatMefaolk

The upper left corner displays a list of the projects in GCC. The lower left corner
displays a set of additional filters you can apply to the file list.

The Filter Details in the lower right corner displays information about the filter
criteria that have been applied to the list.

The buttons (Figure 325) allow you to:

Figure 325 Buttons

Apply Filkers
File Attributes

Clear Filkers
Open Selected

Apply Filters
Clear Filters
File Attributes

Open Selected

Clear all applied filters

Open selected files in File list

Apply selected Quick Filter and Attribute Value Filter criteria

Select attributes to be displayed in File list.

2. Select the project(s) with files you want to list in the Projects list (Figure 326).
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Figure 326 Displaying Project List

Projects
Build37EU133a
GC05 1.3
Mew_Project
Mew_Project3
Plusz

Subfolder Project

000000

3. Select File Types from the drop-down list.
You can choose from:
e DAT
e CEL

Changes made in the Projects and Files filters are reflected instantly in the Filter
Details part of the dialog box.

Changes to the Quick Filters and Attribute Value Filters have to be applied by
clicking the Apply Filters button after selecting.

The Quick Filters (Figure 327) enable you to filter by:
Date of file creation

Probe Array Types

Array Name

Attribute Value

Figure 327 Quick Filters

Quick Filters | Attribute Yalue Filters

File: Creation Date

|:| Fram
[ 1=

Probe Array Types
|AII Probe Arrays Selected j

Search Files By (Use * For wildcard suffix)
Array Mame

Attribute
Yalue

4. Select a date or range of dates for file creation:
a. Select the From check box.
b. Click the arrow at the date (displays the current date).
A calendar for the current month appears (Figure 328).
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Quick Filters | Attribute Yalue Filters |

File Creation Date
¥ From [ Tuesday , apri 24, 2007 |
" To El Amizoor v

Sun Mon Tue Wed Thu

Probe Array Typ e
IAII Probe Arrays g 4
g
Search Files By i5
|7Array Marme I' 22

29

Attribute I'
Value

26 27 28
2 3 4
9 10 11
16 17 18

23 el 25

o1z

29

3

4

5

Today: 4/24,/2007

—
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c. Select a date for the start of the range. You can move from month to month
by clicking the < and > buttons.

If you only select one date, the filter will display only the files created on that

date.

To select a range of dates:
d. Select the To check box.

e. Select a date for the end of the range.

5. Select Probe Array Types:

a. Click on the down arrow in the Selected Probe Array Types list.

A list of the available probe array types is displayed (Figure 329).

In some cases there may be multiple array models under the same header.
in these cases you can click the + button to display the additional probe
arrays.

Figure 329 Displaying array types

Probe Array Types

|Pr0be Arrays Selected
SR &1l Probe Aray T

= E=pression
Barleyl
E_coli_2

ypes

HG-U1334
HG-U1334_2
HG-U1338

HG-U133 Plus_2

Testd

Testd bens
HT_HG-U1334

[ Mapping

b. Select the check boxes next to the probe array types you want displayed in
the filtered list.

6. Enter text strings for Array Name and Attribute Value (Figure 330).
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Figure 330 Selecting an attribute

Array Mame Ik*

Attribute
Value

|'Search Files By {Use * For wildcard suffix)

fp

You can use the “*” symbol as a wildcard in the Array Name and Attribute.

The Attribute Value filters (Figure 331) enable you to enter values for specific
sample attributes.

Figure 331 Attribute Value Filters

Quick Filters |

Select Template | |USER| b

Mame Yalue

| >

Sample Mame

Sample Type B
Sample Project

Sample User

< |

Enter attribute value {Use * For wildcard suffix)

[ ]

|

|

7. To enter values for specific attributes:
a. Click the Attribute Value Filters tab (Figure 331).

b. Select a template with the attribute you want to search on from the Select
Template list (Figure 332).

Figure 332 Select Template
M Attribute Yalue Filters |
Select Template Default b
|USER]
Mame DEC Exi Temilate
Gender
Sample Mame
Height:
‘Weight
< |1
Enter attribute value {Use * For wildcard suffix)

The list displays only the templates with attributes that are being used in the
data. |User| attributes are the attributes created specifically for a particular
Sample (ARR) file and are not included in any template list.

The attributes in that template appear in the Name list (Figure 333).
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Figure 333 Selecting attribute and
entering value

Guick Filters | Attribute Value Filters

Select Template |DeFauIt

Mame Yalue
Gender Equal to: M
Sample Mame
Height:

‘Weight
3
Enter attribute value {Use * For wildcard suffix)

Chapter 9 Using the GCC viewer
Opening image files

c. Select the attribute and enter a value for it in the Attribute box.

Figure 334 Selecting Limits

Guick Filters | Attribute Value Filters |

Select Template |DeFauIt

Mame Yalue
Gender Equal to: M
Sample Mame
Height: Less than: 20
‘Weight

3

Enter valuels) for the attribute selected

v [z0
1

| Less than:

qual ko

an:
48 | ess than or equal to:
Greater than:
Greater than or equal to:
Between:

You can perform special searches by using the “*” and “,” symbols.

C

e
(e}
=]

5O )
¥
=

“** Serves as a wild card function. Using searchstring* will return all arrays
that contain an attribute that starts with the search string. Using
*searchstring will return all arrays that contain an attribute that ends with the

search string.

If you select a numerical attribute, you can select from the following limits:

e Equalto

e |lessthan

e Less than or equal to
e Greater than

e Between (use comma-separated values to set the ends of the range).
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Figure 335 Filter details with
Status notice

Filter Details
Please use scrollbar ko view filters, L
Date

Mo Filkers

Array Name &

< >

Status  Filters Changed: Please press the
Apply butkon,

[ Apply Filkers ] [ Clear Filkers

File Attributes

Whenever you change a setting in these filter boxes, you need to apply the
changes. A notice appears to that effect in the Filter Details area (Figure 335).

8. Click Apply Filters after making changes.
9. The changes are displayed in the Filter Details section (Figure 336).

Figure 336 Filter Details with attributes
displayed

Filter Details

Please use scrollbar ko view filters, L

Attribute ¥alue

Default:Gender Equal to: M
Default:Weight Greater than or equal to: 20

Project

Status  Filters applied

The filtered file list is displayed in the File List (Figure 337).

Figure 337 Filtered file list

Mame Grid Status Array Mame Folder Path
bwo_array_types_HG-U1334.0AT  Auto aligned  bwo_array_bypes_HG-U1334 Ci\Command_Console\DatalCancer Files
bwo_array_types_HG-U1334_2.DAT Auto aligned  bwo_array_types_HG-U1334_2 Ci\Command_Console\DatalCancer Files
bwo_array_types_HG-U1334_3.DAT Auto aligned  bwo_array_types_HG-U1334_2 Ci\Command_Console\DatalCancer Files

bwo_array_types_HG-U1334_4.DAT Auto aligned  bwo_array_types_HG-U1334 Ci\Command_Console\DatalCancer Files
new_Sample_HE-U1334_2.0AT Mot aligned new_Sample_HE-U1334_2 CihCommand_Console\DatalPlusz
April_16_01.DAT Auto aligned  April_16_01 Ci\Command_Console\DatalSubfolder Project
April_16_2.DAT Auto aligned  April_16_01 Ci\Command_Console\DatalSubfolder Project
April_16_3.DAT Auto aligned  April_16_01 Ci\Command_Console\DatalSubfolder Project
April_16_4.DAT Auto aligned  April_16_01 Ci\Command_Console\DatalSubfolder Project
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10. Select the file(s) you want to open from the File list and click the Open Selected
button.

The selected file is displayed in the Viewer.

Displaying different file attributes in the File list

1. Click the File Attributes button.
The Choose Column Details dialog box appears (Figure 338).

Figure 338 Choose
Column Details dialog box

Select the attributes you want ta display for the
files i list wiew.

Details:

Grid Status
Armay Mame
Probe Armray
Design Type
Scan Date
Scanner 1D
Serialif

Filter
Stationt
Modulett

D ate Created
D ate Modified
Falder Path

EOOOOOO00O0O0OFE

The dialog box displays a lit of the different characteristics that can be selected
for display, with a check box next to each characteristic.

2. Select the check box for the characteristics you want to display.
3. Click OK.
The selected characteristics are displayed in the File list.

The Open dialog box displays a list of all the available image files in the system.

Opening a file using the Open dialog box

4. From the File menu, select Open File; or
Click the Open File button in the GCC Viewer tool bar.

The Open dialog box opens (Figure 339).
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Figure 339 Open dialog box

Lookin: [ Data =l ©* e m-

HG-UL33AC.DAT
HG-U133BC.DAT
Test, 7GAILDAT

File fame, | | Open |
Files of type: [DAT files " dat) =] Cancel

7|

5.

6.
7.

Opening image files

<>t
.E;a

3

4]

ol
-/
7

I

%

If necessary, use the dialog box tool bar to navigate to the directory with the file.

Select the file you want to view.
Click Open.

The selected image file is displayed in the GCC Viewer.

You can open more than one file in the GCC Viewer (Figure 340).

Figure 340 Displaying multiple image files

|mage WindOW ——— | Subiect_01_brain_3DAT | &|  Twa Ansys 11334 2 1.D4T
5

¥ 1000 |EE

title bar L2 mO)oaa o s

Displaying a particular image when you have more than one open

1.

Click the tab at the top of the Image Window.

Use the < and > scroll buttons in the Image title bar to scroll through the tabs if

necessary (Figure 341).
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Figure 341 Image window title bar

Different icons for
DAT and C‘i_ files Scroll buttons
— l | click to close
| ] October_11_02.DAT | HGLU133BC_3CEL | 4 b X | image

Different icons are used for DAT and CEL files.

Displaying the full path to a displayed file

1. Place your cursor on the file’s title bar tab.
The full path is displayed below the title bar (Figure 342).

Figure 342 Displaying the path to a file

™ 'ﬁ - . X3
© C:A\Command_ I:l:unsnle"'.Data"xElctl:ul:uer 11_02, D.-“-‘-.T

J [:g-::tuher 11_02.DAT [z HG-U133BC_ 3EEL |

GeneChip™ Command Console™ (GCC) User Guide 298



Chapter 9 Using the GCC viewer ﬁig
Changing the display of the image — =i¥/

Changing the display of the image

This section explains how to use the Image tool bar controls (Figure 343) for:

¢ "Examining different parts of the image" on page 300
e "Adjusting the colors and contrast" on page 301
e "Changing the grid and intensity display" on page 302

Figure 343 Image window tool bar for DAT and CEL file

DAT File tool bar

Autoscale
| 550011_Test_(HT_HG-U133B)_A09 | 4 b %
g @ Q QWO & o 321 > 000 | B[] Jexe - 10oms
| .
Zoom Color/Contrast  Copy Contrast/Brightness Grid and Exposure
Intensity
Display
CEL File tool bar
#|  Api_16_01_2DAT " April_16_01_2.CEL | 4 b x
DR (ne or&a o ¥ 00 |[SFiess
LTI o RERRAmARAREEEREE aa s ..._. % DAT File
[ IPaFile

Select file types

Part of the tool bar may be hidden if the GCC Viewer is too small.

Displaying the hidden controls
1. Click on the Hidden Tool Bar button = | at the right of the toolbar (Figure 344).

Figure 344 Displaying hidden controls

| April_16_01_2.DAT [z Api_16_01_2.CEL

(HRQ QWO 0 a|E o<

6 Api 184 > X Click here to display
" hidden controls

The hidden controls are displayed below the tool bar (Figure 344).
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Examining These functions work on DAT, CEL, and JPG files.
dlffe_rent parts of The Zoom controls are at the left end of the tool bar.
the image
Figure 345 Zoom controls
g AprilL16_D1_2.DAT | 3 Api 1601 2CEL & 4

v | =

>

@ Q QN[O | a5 o<

Select In Out Reset

Zoom buttons

Zooming in on a selected area of the image

1. Click on the Zoom Select button .
2. Click and drag around the area you want to examine in more detail (Figure 346).

Figure 346 Click and drag

@ Subject_01_brain_3.DAT

B 2 Q Ne [0l o<

3. Release the mouse button.
4. The selected area is displayed in the GCC Viewer (Figure 346).
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Figure 347 Zoomed-in view (with grid
displayed)

#| Subject_01_brain_3.DAT | b

(DR 2 Q Ne|oa | > w00 | B [

Zooming in or out on the whole image

@
©

Changing the display of the image

;‘;'0
=¥
7

5. Click on the Zoom In button or the Zoom Out button .

Viewing a different area in magnified zoom

1. Click and drag the image to view the area of interest.

Zooming out
1. Click the Zoom Reset button .

Note: You can also use the Grid box controls to select a particular corner or sub-
grid for examination (see "Checking the grid alignment" on page 310).

These functions work on DAT, CEL, and JPG files.

Figure 348 Color and Contrast controls

Auto Contrast

011_Test_[HT_HG-U133B)_AD9 ]

330 ¥ 1000

Gray/ Pseudo
Scale Color  Contrast

e /I_II-{IJ:AI% o<
Set

5ontrast §Iide §ars
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Switching between Gray Scale or Pseudo Color display
1. Click the Gray Scale or Pseudo Color buttons.

Adjusting the contrast range for the image

1. Click the Set Contrast button [b1].
The Set Contrast dialog box opens (Figure 349).

Figure 349 Set contrast
dialog box

Intensity scale must be O to BR535

Minimum Contrast:  |g

4 |48

Maximurn Contrast: 1000

[ (] 8 H D efault H Cancel ]

2. Set the minimum and maximum contrast range.
3. Click OK to use the settings; or
Click Default to return to the default settings; or
Click Cancel to close the dialog box without changing the settings.

You can also use the slide bars in the tool bar (Figure 348) to set the contrast without
opening the Set Contrast dialog box.

Using the Autoscale Function
The autoscale function takes the image area you are currently viewing and calculates
the intensity to find a better minimum and maximum contrast.
1. Click the Autoscale button [ad].
The contrast and brightness are automatically adjusted.

Changingthe grid  These functions only work when DAT files are displayed (Figure 350).
and intensity
display

Figure 350 Image window tool bar, grid and intensity controls (for DAT files only)

| 550011_Test_{HT_HG-U133B)_A09

A ECHC QIM|JI;&.|_{=-1 0 < ¥4 ¥ 1000 | B [ ]Exp - 100ms
] ) ~
Autoscale Cell \ Grid
Intensity
Cell
Centers

Displaying cell intensity data
If you have a DAT file open with the associated cell intensity data (CEL) file available,
you can view the intensity data in the DAT file Image window.
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Display or hide the cell intensity data

1. Click the Cell Intensity button .
The cell intensity data for the array is displayed.

Note: When displaying cell intensity data for certain types of probe arrays,
control feature cells that failed the cell summary analysis may be masked. See
"Viewing failed control features" on page 277.

Displaying different exposures (GeneTitan expression array plate DAT files
only)

Each GeneTitan array is scanned twice, with different exposure times. The image data
from both exposures are in the GeneTitan DAT file. You can switch between the
different exposures for checking the gridding, etc., by using the Exposure button.

The Exposure button displays the currently displayed exposure time.

Switching between views of the different exposures

1. Click the Exposure button.

Figure 351 Exposure button

] N&18524_HTFalconS creen02_20090402_CHBJPT_T02_AD2_v1.DAT 5 AD5.DAT 4 b x
i@ Q) -.g|u|.\ng|;§ o< RS > 1000 | B

The other DAT Exposure is displayed.

Displaying different wavelengths (Axiom array plate DAT files only)

Each genotyping array is scanned twice, at different wavelengths. The image data
from both exposures are in the genotyping DAT file. You can switch between the
different exposures for checking the gridding, etc., by using the Wavelength button.

The Exposure button displays the currently displayed exposure time.

Switching between views of the different exposures
1. Click the Color button.

Figure 352 Wavelength button

] NA18524_HTFalconScreen02_20090402_CHBJPT_T02_AD2_v1.DAT | 3| AD5DAT 4P x
g R QQ |u|-\)1 a [Ba o< ¥¢ > w00 | B3 [ |

The other genotyping DAT Exposure is displayed.
Displaying cell centers

The center of each cell on the array can be displayed for certain array types. The
centers are visible only when viewing DAT files for probe arrays with sub-grids at a
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sufficiently zoomed-in level. The cell center display can be used in evaluating gridding
problems.

¢ (Click the Cell Centers button .
The cell centers are displayed. (Figure 353)

Figure 353 Cell centers displayed for a sub-grid

@ @52026700309137041705400091668306 DAT

BRAQQ (Ee 0z oxl

T .
TR S
R o+ R -+
Tttt

+h+++++

Displaying the grid corners
The grid can be displayed to evaluate gridding problems and perform manual
gridding.
1. Click the Grid Corners button
The outline of the grid is displayed on the image.
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Figure 354 Outside edges of main grid displayed

JHE1DAT 4 F X
D RQQ(N©|d a5 s3¢ %< > 530 |

The grid cells are not displayed until you have magnified the DAT file so that they
are visible. (Figure 355)

Figure 355 Corner grid displayed for a sub-grid

| HuEx 1.DAT
iERQQNe|d a5 i< »< > 450 |

R A R T P

<

See "Checking the grid alignment" on page 310 of this manual for more information
about manual gridding.

Changing settings for the grid display
1. From the View menu, select Options...
The Options dialog box opens (Figure 356).
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Figure 356 Options dialog box.

JPEG Creation
Compression Ratio (): 75 =
Sampling Ratio (%) 40 =

Wordlow Review Window
Enable Wordlow Review Window on startup.
Refresh every: |5 % (Seconds)

Grid Lines
Grid line color:

Manual Grid Adjustment
[] Apply adjusted coordinates to all channels and exposures

Saving Image display options

| Save w

QK Default Cancel

2. Select a new color for the grids from the Grid line color drop-down box.
3. Click OK to close the dialog box and enable the changes.

Saving image You can change the save options for the image display settings. These allow you to
display options apply the same contrast and other settings to different image files.
Changing the Save Options for the image display options

1. From the View menu, select Options...
The Options dialog box opens. (Figure 356)

Figure 357 Options dialog box.

Options *
JPEG Creation
Compression Ratio (): 75 =
Sampling Ratio (%) 40 =

Wordlow Review Window
Enable Wordlow Review Window on startup.
Refresh every: |5 % (Seconds)

Grid Lines
Grid line color:

Manual Grid Adjustment
[] Apply adjusted coordinates to all channels and exposures

Saving Image display options

| Save w

QK Default Cancel
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2. Select an option from the Saving Image Display options drop-down box:

¢ Do Not Save

e Save: Save settings from one program session to the next.

e During the program session: Save settings only until the Viewer is shut down.
3. Click OK to close the dialog box and enable the changes.

Learning about the image file

The Properties box displays information about the image file displayed in the window.
The information can be displayed in alphabetical order, or ordered by different
categories, depending upon the type of file displayed:

For a DAT file:

¢ Array Information
¢ Fluidics
¢ Grid Alignment
e Image
e Scanner
For a CEL file:

¢ Array Information
e Cel
e CEL Summary Report (only for files with CEL Summary Reports)

— You can click on the Report row first, and then click on the button that appears
to open a text display of the CEL Summary report (Figure 358).

Figure 358 Cel Summary Report Section

B Cel Summary Report

Fepart TypedCell 5 [L.J——  Click to open the Cell Summary Report

See Appendix C, "Cell summary report" on page 353 for more information.
¢ Fluidics
e Scanner
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Figure 359 Properties box

Properties tool bar

E Fluidics

E Grid Alignment

E Image

Expand or collapse a component

1. Click on the +/- button to the left of the component.

Sorting the data in a different way
1. Click the Category Sort *= orthe Alphabetical Sort lﬂ button.
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Grid information The Grid information category displays information about the main grid and sub-grids:

¢ Global Grid: Displays the pixel coordinates for the corners of the main grid.

e sub-grids (when available): Displays the pixel coordinates for the corners of each
sub-grid. (Figure 360)

Figure 360 sub-grids
displayed

(%)

E Fluidics

E Grid Alignment
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Checking the grid alignment

Aligning the main

grid

This chapter describes the use of the GCC Viewer for aligning failed grids:
e "Aligning the main grid" on page 310
e "Aligning sub-grids" on page 314
e "Aligning sub-grids on GeneTitan arrays" on page 320
e "Regenerating intensity values" on page 322

For general information about grid alignment, see "Array and grid types" on page 268.

If the array has sub-grids, the main grid has to be aligned before aligning the sub-
grids.

If the main grid is misaligned, you will see a notice in the Review list (Figure 361).

Figure 361 Notice of failed grid alignment

‘wrkflow Fieview

1 x
I Show Workflows of last: 20| Days I [[]Shew Errars Cnly I Filterby: Date Scanned = I Mumber of Record(s): 12
Diate Scanned Array Type Grid Alignment CEL Generation Date Reviewed Error M DAT File Name
W 5320171 4:04:49 PM HG-U1334 Finished Finished @51068100247530010804300015325008_[ A
« 5/5720111:55:45 PM HG-U1334 Finished Finished 522011 11:09:48. @51068100247530010804300015385005.0
@ 5520114:41:22 PM TrueTag_SK_B Errar 5/15/2011 10:51:28.. Griddlignment.exe: Failed.  &51133200123455101006123456712302_
@ 5152011 11:14:24 AM TrueTag_5K_B Errar Grid&lignment.exe: Failed.  @B61133200123455101006123456712302_
@ 5152011 11:17:42 AM TrueTag_5K_B Errar Griddlignment.exe: Failed.  @B51133200123455101 008123458?12302_!
w 5152011 11:19:10 AM Test3 Finished Finished BAT_25_3.DAT ™
(<] |2
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Viewing the main grid

1. Click the Full Image button in the Grids tool bar (Figure 362).
The main grid is displayed for single-grid and multi-grid files.

You have two options for fixing an alignment problem:

¢ You can run the gridding algorithm again.
* You can align the grid manually.

Note: Realigning the grids will update DAT headers and break the parent-child

relationship between DAT files and existing CEL files until the CEL files are
regenerated.

Running the gridding algorithm

In some cases you can realign the grid by running the alignment algorithm again.
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Figure 362 Grid box tool bar

Grids
P |Full mage e Active arid | [0 FEE FE
Iﬂ D D D J :]i_ftlmage Processing -

Realign &ll Grids

Realign Sub Grids Only

Regenerate CEL Intensity

Running the alignment algorithm on an array that uses a single grid

2. Inthe Grids tool bar, click on the Image Processing button [ tmage Processing | an
select Realign All Grids from the shortcut menu. (Figure 362)

A notice informs you that a new cell intensity data file (CEL) will be generated.

Figure 363 Notice of regridding

Re-aligning the grid will break the link to the existing CEL data files, Grid alignment will be automatically followed by cell generation and cell summary repaort.,
Do you wank ko conkinue?

[ ‘es ] [ Mo ]

3. Click Yes to proceed with the alignment.
Progress bars display the progress of the alignment and cell generation.

Figure 364 Progress bar

Grid Alignment

When the process is finished, a notice appears. (Figure 365)

Figure 365 Notice

Algorithm was executed successfully,

New gridding information and a new CEL file are generated.

Aligning the grid manually
If the algorithm alignment fails, an error message appears. (Figure 366)
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Figure 366 Notice of main grid misalignment

Failed ko execute the Grid Alignment algarithm,

that may cause the algorithm to Fail.

The error is: Failed ko find the grid corner pattern. Please use the Command Consale Yiewer ta werify that the corner locations do not have any smudges or crassover patterns

If you see the error message, you can manually adjust the main grid by using the

following procedure:
1. Click on the failed DAT file in the Review window.
The main grid is displayed in the Image window. (Figure 367)

Figure 367 Misaligned main grid

fle Wew Help
{5 search & Open... [ OpenFie... [ save | @) Help

Propetties ? x| §| NAOBI93_SH_050707_VnV_SNPE_Platel_DO4_2DAT*

®=- | A HE = (=) ( 2

B2} (G @ a Q| [6]0m G ok 3¢ 33015 |

El Anay Information

B Fluidics

Bl Grid Alignment

Grids 7 x
i [ |Full Image [ active arid | [-] B
P B[ A mage Processing ~

Pizel X = 19959, Pizel ¥ = 19570, Intensity = 851

2. Align the grid at each corner of the image:
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Figure 368 Grid box toolbar

[arids

3 X
|:|FI_|II Image @.ﬁ.ctive arid ||z| E ﬁ

P AR Ld ié "Ll Image Processing = |

Corner buttons Image Processing Options

a. Click a Corner button in the Grid box toolbar (Figure 368) to choose a corner.

The selected corner is displayed in the Image window. (Figure 369)
The software displays a box around each feature of the corner grid.

Figure 369 Lower right corner displayed in the
image window

@ NA0B993_SH_050707_¥nV_SMNPE_Platel_D04_2 DAT*
iE@QQ @)ook 3¢ 2015 |

b. Place the mouse arrow over the grid perimeter (the arrow becomes a double

arrow, T & €).

The diagonal orientation of the double arrow along the perimeter of a corner
probe cell indicates horizontal and vertical adjustments can be made
simultaneously using the click-and-drag method or by using the keyboard

arrow keys.

c. Use the click-and-drag method or the keyboard arrow keys to adjust the
horizontal or vertical position of the grid so that it is aligned over the corner

of the outermost corner checkerboard.
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d. Repeat the above steps for the other corners of the main grid.

3. After you align the grid, click the Save button or select File — Save from

the menu bar.
A notice opens, informing you that a new cell intensity data file will be generated

automatically. (Figure 370)

Figure 370 Notice

by
Updating the grid will break the link to the existing CEL data files, CEL file generation will be executed automatically,
Do you wank ko conkinue?

4. Click Yes to save the DAT file and generate a new CEL file.
The cell intensity data file will be generated automatically.
For arrays with a single grid, you can now proceed to generate the CEL file (see
"Regenerating intensity values" on page 322).
For arrays with sub-grids, you can now check the alignment of the sub-grids (see
"Regenerating intensity values", below).

Sometimes one or more sub-grids may require alignment. The failed sub-grids are
marked with an X in the Grids box (Figure 371).

Figure 371 Grid box

i [ |Fullimage P active Grid | [7]
Iﬂ D D D ] I Image Processing v]

Misaligne
d sub-
grids are
marked
with an X

If the sub-grid alignment fails you can:
¢ Run the sub-grid alignment algorithm.
e Perform a manual alignment on the failed sub-grids.

Note: Realigning the grids will update DAT headers and break the parent-child
relationship between DAT files and existing CEL files until the CEL files are

regenerated.

Running the sub-grid alignment algorithm
You can run the sub-grid alignment algorithm if some of the sub-grids are misaligned
or if you have manually aligned the main grid.

314
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Running the alignment algorithm again on an array that uses sub-grids

1. Inthe Grids toolbar, click on the Image Processing button [} image Pracessing ~| and
select Realign All Grids from the shortcut menu. (Figure 372)

Figure 372 Girids tool bar for array with sub-grids

[Gridz -

I:' Full Image @ Active Grid
EID L | [ [EE mage Processing ~

Realign all Grids

Realign Sub Grids Cnly

Regenerate CEL Intensity

A notice informs you that a new cell intensity data file (CEL) will be generated.
(Figure 373)

Figure 373 Regridding notice

Re-aligning the grid will break the link to the existing CEL data files, Grid alignment will be automatically followed by cell generation and cell summary repaort.,
Do you wank ko conkinue?

[ ‘es ] [ Mo ]

2. Click Yes to proceed with the alignment.

Progress bars display the progress of the alignment and cell generation.
(Figure 374)

Figure 374 Progress bars

Grid Alignment

When the process is finished, new gridding information and a new CEL file are
generated and will align the main grid and all sub-grids.

Running the sub-grid alignment algorithm only

1. Inthe Grids toolbar, click on the Image Processing button |jl;t Image Processing v| and
select Realign sub-grids Only from the menu. (Figure 372)

A notice informs you that a new cell intensity data file (CEL) will be generated.
(Figure 375)
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Figure 375 CEL generation notice

Re-aligning the grid will break the link to the existing CEL data files, Grid alignment will be automatically followed by cell generation and cell summary repaort.,
Do you wank ko conkinue?

2. Click Yes to proceed with the alignment.

Progress bars display the progress of the alignment and cell generation.
(Figure 376)

Figure 376 Progress bars

Grid Alignment

When the process is finished, new gridding information and a new CEL file are
generated.

Manually aligning the sub-grids

The boundaries of a sub-grid are indicated by the alignment patterns at the four
corners of the sub-grid. A small checkerboard may mark the corner of two or more
sub-grids, depending upon its position in the main grid. (Figure 377)
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Figure 377 sub-grid borders

File  Yiew Help
ESEarth & Open... |5 OpenFile... il | @) Help I
Fropeties B X Hutx1DAT |
= G @ aq e 5

E Array Information

B Fluidics

Grids

DFLI" Image @Active Grid ‘ E

Pixel ¥ = 4553, Pixel ¥ = 8853, Intensity = 16

If the sub-grids are not aligned correctly, the following error message appears after
imaging an array or opening a DAT file: (Figure 378)

Figure 378 Notice of sub-grid misalignment(s)

Falled to execute the Grid Alignment algorithm,
The error is: Failed to update the DAT file, The file may be in use, Please close any application that may have the DAT file open. The grid may have to be aligned thraugh the
Cornmnand Console Yiewer,

Navigating from sub-grid to sub-grid
The failed sub-grids are marked with an X in the Grids box. (Figure 379)
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Figure 379 Misaligned sub-grids in the Grids
box

i [ |Fullimage P active Grid | [F]
SFIME]Ld ] I Image Processing v]

Misaligned
sub-grids
are marked
with an X

Highlighting
e Selected sub-grids are highlighted in blue
¢ Selected misaligned sub-grids are highlighted in yellow
¢ Modified sub-grids are highlighted in green.

Note: You can step through sub-grids using the right and left buttons.
(Figure 380)

Figure 380 Grid box toolbar, sub-grid step buttons

All grid/ Left Right
Bad Grid Only

Grids n

|:|Fu|| Image @.ﬁ.ctive iGrid ||E| ﬁ
I J "0 Image Processing 'I

Stepping through all sub-grids

Stepping only through the misaligned grids
1. Toggle the Step button to the misaligned position.

2. Click the left || and right |

buttons to step through the sub-grids.

Manually align a failed sub-grid

1. Click OK in the sub-grid Alignment Failure dialog box. (Figure 378)
2. Click on the sub-grid you want to align in the Grid box.
3. A zoomed-in view of the sub-grid appears in the Image window. (Figure 381)
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Figure 381 Selected sub-grid

Fle  View Help

El Amay Information ~

B Fluidics

Grids Do
§ [Pl image P active arid | 7] ) i |
§ 7 [ £ [ [§ 8 tmage rocessing - |

<

2 Search & Open... [ OpenFile,., | @ Help J
Prapeties 4 X g HuEx 1.DAT |
(B (D@ QQ e o

Pixel ¥ = 16110, Pixel ¥ = 1777, Intensity = 23

4. Align the sub-grid at each corner:

a. Click the Go To Corner button for the corner you want to align.

A zoomed-in view of the corner of the sub-grid appears. (Figure 382)

Figure 382 The upper right sub-grid corner

Propeties ® X| @ HuEx 1.DAT* 4b x|
E=ED (0@ aq Be|d s se | ‘
Anay Informati A B
= Fluidics
a
Grid: o ox

rids
i [ Fullimags R Active Grid |

EE‘D [ ]} B mage p

e
O
2754

b. Place the mouse arrow over the grid perimeter (the arrow becomes a double

arrow, T & ).
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The diagonal orientation of the double arrow along the perimeter of a corner
probe cell indicates horizontal and vertical adjustments can be made
simultaneously using the click-and-drag method or by using the keyboard
arrow keys.

c. Use the click-and-drag method or the keyboard arrow keys to adjust the
horizontal or vertical position of the sub-grid so that it is aligned over the
outside corner of the small checkerboard pattern. (Figure 383)

Figure 383 Dragging the sub-grid boundary

Elle  ¥ew Help

% Search & Open... [ OpenFile... |gf Save | @) HelpJ

Properties n ox @] HuEx 1.DAT" 1k x
kL4 (g ® QW] o e |52 3 |

El Amnay Information ~

E Fluidics - ‘
= [T |

- m el

= - - -- -

[ |Full image B Active Grid | [=]
=l || e | Ii “Of Image Processing =

Pixel ¥ = 16024, Pixel ¥ = 502, Intensity = 38

d. Repeat steps A through C for the other corners of the sub-grid.
5. Continue manually aligning all misaligned sub-grids.

6. After you align the grid, click the Save button or select File — Save from
the menu bar.

The Save Notice appears. (Figure 384)

Figure 384 Save notice

&)
Updating the grid will break the link to the existing CEL data files, CEL file generation will be executed automatically,
Do you wank ko conkinue?

7. Click Yes to save the file.
The file is saved and CEL file generation is done.

Aligning sub- You use the same controls and steps to align sub-grids for GeneTitan arrays as you
grids on do for cartridge arrays, with the following exceptions:
GeneTitan arrays * You do not need to perform a main grid alignment
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¢ You may have to check the grid alignment for both exposures (see "Displaying
different exposures (GeneTitan expression array plate DAT files only)" on page
303) or both wavelengths (see "Displaying different wavelengths (Axiom array
plate DAT files only)" on page 303.

* You can select an option to apply adjusted coordinates to all channels and
exposures (see "Changing the manual grid adjustment setting" on page 321

Figure 385 GeneTitan Array DAT file, grid selected

fle  View Help

(5 Search & Open... [ Open File... | @ Help
Fraperties 2 % || | 550001 _Tests_(HT_HG-U133A]_ADZ.DAT 4k x
o=l (5@ .a QF 6] oL G o 3% >laois | B || 100ms -

B Array Information ~

= Fluidics

= Grid Alignment

B Hyb

v
Grids 2 x
i [ JFullimage P active rid | [-7] [E FE |
][ ] [ [f s image Processing -

Pixel ¥ = 763, Pixel ¥ = 472, Intensity = 28

Changing the manual grid adjustment setting

You can apply the coordinate adjustments made to one exposure time or channel to
the other exposure time or channel.

Changing settings for the manual grid adjustment

1. From the View menu, select Options...
The Options dialog box opens. (Figure 386)
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JPEG Creation
Compression Ratio (): 75 =
Sampling Ratio {%): 40 =

Wordlow Review Window
Enable Wordlow Review Window on startup.

Refresh every: |5 % (Seconds)

Grid Lines

Grid line color:

Manual Grid Adjustment
[] Apply adjusted coordinates to all channels and exposures

Saving Image display options

| Save w

QK Default Cancel
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2. Select or deselect the Manual Grid Adjustment check box.

3. Click OK to close the dialog box and enable the changes.

Regenerating
intensity values .

Running any grid alignment algorithm.
Saving a DAT file after manual gridding.

Cell intensity values are generated automatically after:

You can also regenerate the intensity values without performing one of these other
steps.

Regenerating the intensity values
1.

In the Grids toolbar, click the Image Processing button |1E_rt Image Frocessing -|.

2. Select Regenerate CEL Intensity from the list.

A new CEL intensity data file will be generated. It will automatically have an
underscore and number appended to the name to distinguish it from a previously

generated file.

Exporting images in other formats

You have two options for exporting a copy of the image:

Copying images 1.

to the computer
clipboard

"Copying images to the computer clipboard"

"Creating a JPG file" on page 323

Display the image you want to copy in the Image window.

Note: You can zoom in on a specific region of the image if you desire before

copying.
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2. Click the Copy button in the image window tool bar (Figure 387) or press Ctrl c.

Figure 387 Copy button

@] April_16_01_2.DAT | Api_16.01_2CEL | |&

F

] ®Q QN6 |0 |k

0<]

4
2

Copy button

:

The image is now copied to the clipboard.

You can then paste the image into a graphics program such as MS Paint, then

save the file as you normally would.

Creating a JPG
file
Creating a JPG copy of a DAT file
1. From the File menu, select Create JPG from DAT.

The Open dialog box opens. (Figure 388)

You can create a JPG copy of a DAT file for archive purposes.

Figure 388 Open dialog box for JPG creation
L, Open *
p
4+ [L) » Search Results in Downloads > v O Search Search Results in Dow... @
Organize + =~ [ @
~ MName Date modified Type Size Folder ~
3+ Quick access -
B Desc . [ 55048443408311013... DAT File Default (C:
EsKI0 .
P [ 55048443408311013... DAT File Default
‘_' Downloads [[] 55048443408311013... DAT File Default
5| Documents [ 55048443402311013... DAT File Default (C:\Users\...
= Pictures o+ [] 55042443408311013... DAT File Default (C:
Command_C # |j 55042443408311013... DAT File Default (C:
Logs * [ 55048443408311013... DAT File Default (C:
deeplaser-1.8 # [ 55048443408311013... DAT File Default (C:
RunL . [ 55048443408311013... DAT File Default (C:
unLo .
9 [ 55048443408311013... DAT File Default (C:
Default  # [7] 55009442002161017... DAT File
Command Ci# [ 55009442002161017... DAT File
. airwin * XHMSUCCD File folder
sanita - Tasks 3/ File folder
TFCDeeplase # TipTiltCal 3/, File folder
backup SUTSHUT 3. File folder
Confiaurat STATMGR 3. File folder
ontiguration
J Suhas Exp 3/, File folder SO6PROC (
Log Archives 3 3. File falder S96PROC |
Log 3-26-2018 - S96PROC File folder Tasks (C:\Users\af..
& OneDrive v Archives File folder Archives 2 (ChUse... o
File name: | 5504844340831101318987_(Axiom_UKB_WCSG)_DO7.DAT v| DAT Files (*.dat) v
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. Select the DAT file you want to copy.
. Click Open.

The JPG file is created.

Viewing the JPG file

1.

Click File — Open File.

An Open window appears.

Navigate to the file’s location as you normally would.

Click to highlight it, then click Open.

The selected image file is now displayed in the Viewer.

Opening the JPG in the Windows Picture and Fax Viewer

In the Folder View, click the Explore link next to the JPG file.

The selected JPG file is displayed in the Windows Picture and Fax Viewer.

Changing settings for the JPG conversion

1.

From the View menu, select Options...
The Options window appears. (Figure 389)

Figure 389 Options window

Options *
JPEG Creation
Compression Ratio (): 75 =
Sampling Ratio {%): 40 =

Wordlow Review Window
Enable Wordlow Review Window on startup.

Refresh every: |5 % (Seconds)

Grid Lines
Grid line color:

Manual Grid Adjustment
[] Apply adjusted coordinates to all channels and exposures

Saving Image display options

| Save w

QK Default Cancel

2. Change the values for Compression Ratio and Sampling Ratio.

Increasing either of these values increases the resolution of the JPG image, but
also increases the size of the JPG file.

3. Click OK to close the dialog box and enable the changes.
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Changing probe array types

GCC enables you to change the probe array type for any or all of a group of files.
The Change Probe Array Type function enables you to:
e Change the probe array type for the selected Sample and data files, regrid the
associated DAT files, and regenerate the associated CEL files
¢ Change the probe array type field for selected CEL files
You might want to use this function:
e If you are working with probe arrays that can be used for more than one type of

analysis.

¢ If you have analyzed a set of prototype arrays using a preliminary set of library
files, and you now have the correct library file set.

Note: The Change Probe Array Type function cannot be used for GeneTitan Array
Plates.

1. Select the files for which you which to change the probe array type.
You can select files to change from:
e The Folder View (see "Selecting files" on page 57).
e The Project View (see "Selecting files" on page 65).
e The Search Results page (see "Selecting files" on page 75).
2. Select Change Probe Array Type from the Command to Run drop-down list.
The Change Probe Array Type page opens. (Figure 390)

Figure 390 Change Probe Array Type page

Search Files By: [ [ArayName [v] (Use * for wildecard) B Advanced Search @
HOME DATA | SAMPLES ADMINISTRATION HELP
Change Probe Array Type d

You have several different options.

® Realign the grids of DAT files and regenerate CEL files, overwriting existing files. @

© Change only the probe array type of a selected CEL file. @

After you have made your choice, click on the "Next" button in order to select the DAT files and/or CEL files to process.

Back Next Cancel

3. Select the option you want to use:
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¢ Realign the grids of DAT files and regenerate CEL files, overwriting existing
files.
¢ This option will:
® Change the probe array type for the selected Sample and data files
* Re-grid the associated DAT files
* Regenerate the associated CEL files and the cell summary report file

IMPORTANT! Realigning the grids will break the parent-child relationships between DAT
files and CEL files and between CEL files and CHP files until the CEL files are regenerated
(Any CHP files are not automatically regenerated; you must regenerate them manually).
Choosing this action will not delete any vital information because you can change the probe
array type back to its original value if you change your mind.

e Change only the probe array type of a selected CEL file.

This option will only change the probe array type information in the selected
CEL file(s). It does not modify the Sample probe array type information in the
Sample file or the DAT file.

This option is for use when using a CEL file that belongs to a multi-use array.
These arrays that can be analyzed in multiple ways, as an Expression array or
a Genotyping array.

4. Click Next.
The page displays the data files. (Figure 391)

Figure 391 Change Probe Array Type page, step 2

Search Files By: K| |ArayName  |v (Use = ror wildcard) B Advanced Search P

HOME DATA SAMPLES ADMINISTRATION HELP
Change Probe Array Type

You have chosen to realign the grids of DAT files and regenerate CEL files, overwriting existing files.

DAT file CEL file Probe Array Type Result
O FlowsrryHarne. DAT (Mizzing CEL file) HG-U1334_2
FlowaArryName. DAT FlowArryNare. CEL HG-U133A
FlowaArryName. DAT FlowArryNare. CEL HG-U133A

SelectAll Unselect All

Back Next

5. Select the files to be changed by selecting the check boxes in the left-hand
column.
You can use the Select All and Deselect All buttons to select all or deselect all
files.

6. Select the probe array type you want to change the selected files to from the
drop-down list. (Figure 392)
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Figure 392 File Type list

Change the probe array type for the selected files to: {E _cali 2 ~]
E_cali_2
GenomeWideSNP_E
HGA1334A
Back s HG-1334 2
HG-U133B8
Mapping1 0K _<hal4z2
Mitochip_2
Testd
TrueTag_10K_A
TrueTag_25K_A
TrueTag_3K_A
TrueTag_5K_B

7. Click Next.
The page displays the progress of the transformations. (Figure 393)

Figure 393 Progress of probe array type changes

Search Files By: [ [ArayName  [v] (Use * for wildcard) B Advanced Search @?
HOME DATA | SAMPLES ADMINISTRATION HELP
Change Probe Array Type

You have chosen to realign the grids of DAT files and regenerate CEL files, overwriting existing files.

DAT file CEL file Probe Array Type Result
O FlowarryName. DAT (Missing CEL file) HG-LU133A_2
z FlowArryMarme. DAT FlowAryMame. CEL HG-U133B Successfully changed the probe array type.

SelectAll | | Unselect All

Change the probe array type for the selected files ta: |HG-U1338 [v]

Back Next
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Administration functions

The Administration functions provide additional options for organizing and tracking

your data:

e "Working with templates"
e "Tracking the workflow" on page 336

Working with templates

Templates are used to organize a set of attributes that you can use to create a new

Sample file.

Attributes are properties used to describe a sample and its associated array(s).

Attributes include:

e Sample Name
e Gender
¢ Date
e Array Type
e Array Barcode
When you create a template, you specify:

e the attributes included in the template
e the data type for each attribute:
— Text: text string
— Number: Floating point or Integer
— Date: Calendar data

— SingleSelect: enables the user to select a single item from a controlled
vocabulary list

¢ whether the attribute is required

¢ value options for SingleSelect attributes
Templates allow you to organize attributes and collect consistent data for your
experiments and samples.
The following templates are included in the GCC install:

¢ MIAME sample information
¢ Pedigree template
This section describes the following functions:

e "Creating a template", below

e "Editing a template" on page 331

¢ "Deleting templates" on page 333

e "Managing default templates" on page 335
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1. From the Templates menu, select New Template.
The Create Template File page appears. (Figure 394)

Figure 394 Create Template File page

HOME DATA SAMPLES ADMINISTRATION HELP

Search Files By: (Use * for wildcard) Bl Advanced Search

@

Create Template File

A template defines the input fields used in data entry when creating or editing Array Attribute files.

Enter Template File Name

July_Template

Next

2. Enter a name for the template and click Next.
The Add Attributes page opens. (Figure 395)

Figure 395 Edit Templates page

Search Files By:
HOME DATA SAMPLES ADMINISTRATION HELP

(Use * for wildeard) B Advanced Search

Template Name July_Template (2]}
Sample Attribute Name Regquired Type Control Vocabulary™ Default Value
r r Text v
Text
Delete Add Humber

Date

*To use controlled vocabulary select SingleSelect as the 59/252le2__ e value on each line.

Save
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The page displays a list of the attributes for the template.

Adding a field to the list

1. Click Add.

A new row appears in the list, with the following boxes for entering information or

links:

Sample
Attribute
Name

Required

Type

Control
Vocabulary

Default Value

Enter a name for the attribute.

Click if the attribute is required.

Select from drop-down list:

e Text: Text string

¢ Number: Integer or floating point number
e Date: Calendar data
[ ]

SingleSelect: Presents a list of items for the
user to choose

Enter values for the controlled vocabulary, placing multiple values on
separate lines.

Enter a default value to be displayed for the field in a new Sampile file.

2. Enter or select values for the field characteristics.

3. Repeat Step 1 and Step 2 for the other attribute fields you want to add.

4. After creating the attribute fields, click Save to save the template.

The Results Page displays the name of the created template (Figure 396).
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Figure 396 Result page
Search Files By: (Use * for wildcard) B Advanced Search D

HOME DATA SAMPLES ADMINISTRATION HELP

Result Page 4

The template July Template was saved successfully.

Editing atemplate  You can edit an existing template.

Note: Deleting an attribute from a template or changing data type will cause attribute
discrepancies if you have already used the template to create Sample files. For more

information, see "Sample attributes conversion" on page 115.
1. From the Templates menu, select Edit.
The Edit Template File page appears. (Figure 397)
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Figure 397 Edit Template File

Search Files By: (Use * for wildcard) Bl Advanced Search @
HOME DATA SAMPLES ADMINISTRATION HELP

Edit Template File

A template defines the input fields used in data entry when creating or editing Array Attribute files.

Select Template File
>

Next

2. Select the template you want to edit and click Next.
The Add Attributes page opens. (Figure 398)

Figure 398 Add Attributes page

Search Files By: (Use * for wildcard) Bl Advanced Search @
HOME DATA SAMPLES ADMINISTRATION HELP

Template Name July_Template E
Sample Attribute Name Required Type Control Vocabulary™ Default Value
" Gender v SingleSeleat v |7
M
I Tissue Type v Text v
Delete Add

*To use controlled vocabulary select SingleSelect as the Type. Enter one value on each line.

Save

You can add, edit, or delete fields with the same functions used to create a new
template. For more information see "Creating a template" on page 329.
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3. After editing the attribute fields, click Save to save the template.
The Results Page displays the name of the created template.
Figure 399 Results page
Search Files By: | ArsyName (Use * for wildeard) B Advanced Search ®
HOME DATA SAMPLES ADMINISTRATION HELP
Result Page 4
The template July_Template was saved successfully.
Deleting You can delete a template from the list.
templates Note: Deleting a template will cause attribute discrepancies if you have already used

the template to create Sample files.

1. From the Administration menu, select Templates — Delete.
The Delete Template File page appears. (Figure 400)
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Figure 400 Delete Template File page

Search Files By: (Use * for wildcard) B Advanced Search D
HOME DATA SAMPLES ADMINISTRATION HELP
Delete Template File &

A template defines the input fields used in data entry when creating or editing Array Attribute files.

Select Template File to Delete

2. Select the template to be deleted from the drop-down list.
3. Click Delete.
The template is deleted. (Figure 401)

Figure 401 Notice of template deletion

Search Files By: (Use * for wildcard) Bl Advanced Search 3
HOME DATA SAMPLES ADMINISTRATION HELP
Delete Template File &

A template defines the input fields used in data entry when creating or editing Array Attribute files.

You are about to delete the Template 'new’. Press Yes to continue or No to cancel

Yes No
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Managing default  The default template attributes are displayed when the Detailed Sample Registration
templates function is used and are displayed in the Default view in Folder view.

Changing the default templates
1. From the Administration menu, select Templates — Default.
The Default Template File page appears. (Figure 402)

Figure 402 Manage Default Templates page

(Use * for wildcard) B Advanced Search 3

Search Files By: |Ansyname | w

HOME DATA SAMPLES ADMINISTRATION HELP

Defaults 4

The default template attributes are displayed when the Detailed Sample Registration finction is used and are displayed in the Default view in
Folder view.

Default Templates

Available Templates

Template Add => Default Template Details

Details
<< Remove [ Defauit
I” DEC Exp Template

I fih

I” MIAME Sample Information
I” Sept_Template

Click on a template name to see a list of the attributes in that template.
(Figure 403)

Figure 403 Template Details

Default Templates

Defanlt Template Details

[ Default Sample Name
Gender
Weight
Height

2. Select the template(s) to be defined as default templates from the Available
Templates list.

3. Click Add.
The template is moved to the Default Templates list.
You can also click the Remove button to remove templates in the Default
Templates list.

GeneChip™ Command Console™ (GCC) User Guide 335



=

Chapter 11 Administration functions &
Tracking the workflow -,n‘.?"

=

oy
(0

\va

A

The template attributes will be available in the Detailed Sample Registration
page. (Figure 404)

Figure 404 Detailed Sample Registration page with default Template attributes

Search Files By: (Use * for wildcard) Bl Advanced Search @
HOME DATA SAMPLES ADMINISTRATION HELP

Detailed Sample Registration 4

Selected Project: [ -

Sample File Name(Required):

Sample Attributes from Templates(Optional)

Default ®
Sample Name (Required): Text

Gender (Required): SingleSelect

‘Weight (Required): Number

Height (Required): Int

Select | | Options

Select template name from the drop-down list and click "Select” to use the template for this sample. Click "Options" to change which templates to use to for this sample.

Additional Sample Attributes(Optional)
Click "Add" to add another item that will be collected in addition to fields collected from the templates.

Name Value

Delete Add

Name refers to the label of the data. Value refers to data. Example if vou wanted to collect a comment vou might set Name to "Comment” and the Value to "Here is my

comment."
Arrays ¥ | Derive array names from sample file name.
Barcode Probe Array Type Array Name
r \ |
Lot Number: Expiration Date:
Delete Add

Click "Add" to add an array to this sample. Select a check box next to an array and click "Delete” to remove an array.
Checking "Derive array names from sample file name" will default the Array Names (file name for DAT. CEL and CHP) to be based on the Sample File Name.

Barcode will automatically select the Probe Array Type. Barcode is not required.
Save Cancel

Tracking the workflow

The Workflow Monitor page enables users to view a list of the arrays in the workflow
and see what their status is.
Viewing the Workflow Monitor page

1. Click Administration — Workflow.
The Workflow Monitor page opens (Figure 405).
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Figure 405 Workflow Monitor page

Search Files By: E| ArayName [+ (Use * for wildcard) B Advanced Search L)
HOME DATA | SAMPLES ADMINISTRATION HELP
Workflow Monitor @

Use the workflow Monitor to view a list of the arrays in the workflow and track their progress.

Status
Running |

Project
Default

Barcode Array Name Probe Array Type |Array/Sample File ‘Workflow step
|@511232001234561010061 23456712302 |@51133200123456101006123456712302(TrueTag_SK_B.Universsl|@51133200123456101006123456712302.ARR|Scanning

The Workflow Monitor page displays a list of the files waiting to finish workflow steps.
It displays an item for each file and each unfinished step in the workflow; a file may
have multiple entries, depending upon what step in the workflow has been completed.

For each file, the following information becomes available:

Barcode Barcode of array.
Array Name Name assigned to the array by the user.

Probe Array Model of probe array.
Type

Sample file Name of Sampile file.

Workflow Step The uncompleted step in the workflow.

Project Project folder the Sampile file is assigned to.
Status e Running.

¢ Not Ready.

e Error.

Sorting the file list by any column

1. Click on the column’s header.
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Network functionality

A computer running, GCC can be connected to a Windows network to provide the
following functions:

Using network data storage

If the Windows network has a network data root, you can consolidate data from
multiple computers running GCC Instrument Control in a single location. GCC
Portal provides convenient ways to keep Sample (ARR) files and data files (DAT
and CEL) in the same folder on the network data storage.

Running different parts of the workflow on different IC workstations

In some cases the Fluidics Station and Scanner used to process an array are
controlled by different workstations. GCC software enables you to perform
different workflow tasks on different workstations while consolidating the Sample
(ARR), Data (DAT and CEL) and Audit files at a single storage location (during
processing the files may be on different machines).

Examples of different configurations for GCC with Windows network are given in
"Sample configurations for GCC with network functionality" on page 339. Contact
your IT/CIS support for help with configuring network functionality.

After installing the GCC components, to use the network functionality you need to:

1.

Connect the computer to a Windows network with necessary permissions and
have permissions set for using network data storage.

See "Setting up Windows networking" on page 343 for more information.

Configure GCC Services with the proper domain and user account with
password to access the network assets.

See "Configuring GCC services" on page 344 for more information.
Add network data storage as a data root in GCC Portal
"Adding the network data storage as a data root" on page 347.
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Sample configurations for GCC with network functionality

Linked instrument
control systems

This section describes some sample configurations using GCC network functionality:
¢ '"Linked instrument control systems"
e "Network storage" on page 341

The sample configurations show some of the ways you can connect computers with
different roles in order to consolidate data, perform different parts of the workflow, and
provide data access to other users.

This configuration (Figure 406) enables you to perform different instrument control
tasks on different workstations while consolidating the data files on the Scanner
workstation.

Figure 406 Linked instrument control system

GCC Scanner GCC Fluidics
Workstations Workstations

Windows
Network

Computerroles in
linked control
systems

In the linked IC Workstation configuration, the Scanner Workstation and the GCC
Fluidics Workstation are linked with Windows Network.

Scanner system

The scanner workstation can be considered the ‘main’ system, in that the Sample files
will be generated and stored there and all related DAT, CEL, and CHP files can be
consolidated at the same location.

The dataroot of the scanner workstation is shared so that the fluidics workstation can
access the Sample files and log AUDIT information for the arrays that are run through
the fluidics station, without needing to copy the files locally.

Requirements for the scanner system:
¢ Has the following software installed
— Windows 10 Enterprise 2016 LTSB
— GCC Portal with GCC Portal Web Server
— GCC Viewer
— GCC Scanner Control
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Tasks that can be performed using the IC Scanner Workstation:

Create and edit Sample (ARR) file and Register Array

Run Scan on array to create DAT file

Grid and get CEL Data (and perform manual grid alignment check if necessary)
Index and search the workstation data.

Fluidics system

In the linked system, the fluidics workstation does not store any Sample files, or
generate DAT, CEL or CHP files. It uses the Sample files on the scanner system, and
writes back AUDIT information about the fluidics processing. If necessary, the fluidics
workstation can also register arrays/samples that will be stored on the scanner
workstation.

The IC workstation has GCC Portal and GCC Instrument Control installed. A Fluidics
workstation can control up to eight fluidics stations.

Requirements:

Has the following software installed

— Windows 10 Enterprise 2016 LTSB

— GCC Portal with GCC Portal Web Server.

— GCC Fluidics Control

Connected through Windows Network to the Scanner System.

Have necessary Domain and User Permissions settings to enable Read/write to
the Scanner System.

GCC Services configured to work with Scanner System.

Have Scanner System set up as a data root for GCC Portal

Tasks that can be performed using the IC Fluidics Workstation:

Run Fluidics station and update the Audit file for the array.

Index and search the Fluidics workstation data and the Scanner workstation
data.

Edit Sample (ARR) files on the Scanner and Fluidics workstation data.

The Fluidics system can also move data to and from Scanner System using Windows
Explorer.
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Network storage This configuration (Figure 407) provides storage and tools to consolidate the data
produced by a set of IC workstations. It also enables other users linked through the
Windows Network system to access the data.

Figure 407 Network Data Storage configuration

Local GCC Analysis

Workstation
Network
Local Lab Data
Computer
Windows
Windows =S Network —
Network %
Windows
Network indows
Network
Windows
Network

GCC Instrument Control

Workstations
Computer roles The network data storage configuration supports the following computer roles:
for network e "Network data storage"
storage e "GCC IC workstations"

¢ "Local analysis workstation"
e "lLocal lab computer"

Network data storage

Network data storage serves as the central data repository for the networked
computers. Sample (ARR) files are created on it and the DAT and CEL data are pushed
out to it from the IC workstations. The network data storage computer does not need
to have any GCC software installed.
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GCC IC workstations

The IC workstation has GCC Portal and GCC Instrument Control installed. An IC
workstation can control one scanner and up to eight fluidics stations.

GCC IC Workstations have the following requirements:

Has the following software installed

— Windows 10 Enterprise 2016 LTSB

— GCC Portal with GCC Portal Web Server

— GCC Viewer

— GCC Instrument Control

Connected through Windows Network to the network data storage.

Have necessary Domain and User Permissions settings to enable Read/Write
access to the network data storage.

GCC Services configured to work with network data storage.
Have network data storage set up as a data root for GCC Portal.

Tasks that can be performed using the IC Workstation:

Create Sample (ARR) file and Register Array on network data storage and the
workstation.

Run Fluidics and Scan array to create DAT file.

Grid DAT files, perform manual grid alignment check if necessary, and generate
CEL file data.

Use GCC Portal data management functions to upload DAT and CEL files to
network data storage in same folder as Sample (ARR) file.

Index and search the network data storage and the workstation data.
Edit Sample (ARR) files on the network data storage and the workstation.

Note: The local IC workstation can also move data to and from network data
storage using Windows Explorer.

Local analysis workstation
The IC workstation has GCC Portal and GCC Viewer installed.
A local Analysis Workstation has the following requirements:

Windows 10 Enterprise 2016 LTSB

GCC Portal with GCC Portal Web Server.

GCC Viewer

Connected through Windows Network to the network data storage

Have necessary Domain and User Permissions settings to enable Read/Write
access to the network data storage.

GCC Services configured to work with network data storage.
Have network data storage set up as a data root for the GCC Portal

It can perform the following tasks:

Create and edit Sample (ARR) files on the network data storage and the
workstation.

Index and search the network data storage and the workstation data.
Manual Gridding of DAT files on the workstation.
Re-calculating CEL file data after gridding.

The local Analysis Workstation can also move data to and from network data storage
using Windows Explorer.
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Local lab computer

Lab Computers do not have any GCC software installed. Lab Computers are
commonly used to perform higher-level analysis on the data.

Requirements:
e Connected through Windows Network

¢ Have necessary Domain and User Permissions settings to enable Read/Write
access to the network data storage.

The local Lab computer can move data to and from network data storage using
Windows Explorer.

Setting up Windows networking

Sharing and
security

A computer running GCC can be connected to a Windows network to provide different
options for data consolidation and sharing.

Computers connected to the network are organized into domains. A domain is a group
of computers that share common security and user account information.

Each user is assigned to a domain and given a user account with a name and
password.

Any computer on the proper domain with necessary user permissions can get on the
system using Windows Explorer and move data files on and off the network data
storage.

If on a Windows domain these need to be domain accounts. If not on a Windows
domain the share and the machine need matching account names and passwords.

Work with your IT department for help in setting up the necessary domain and user
accounts.

If the domain, user account, and permissions are correct, when the computer running
GCC is connected to the network you should be able to see the network data storage
using Windows Explorer. You will not be able to add network data storage as an GCC
data root or use GCC Portal to search the network data storage until you have
configured the GCC Services with the proper domain and account information.

You can use the Windows Sharing and Security settings to control access to your data
when using network functionality. GCC supports setting permissions at the folder
level, not the file level, even though the Windows settings can be set at the file level.
You can change the settings for Sharing, permissions, and security for a selected file,
but you need to be very careful about setting permissions when using GCC; you could
lock yourself out of your own data or deny access to other people if the permissions
are set incorrectly.

Work with your IT department for help in setting the permissions.

Examples

Let's take two different examples of how you might configure your file permissions for
a network folder.

In the first example, you have a folder that is shared by your department. This folder
enables read and write access to a Windows domain group called “Liver Cancer
Group”, and grants no other permissions to anyone else. In order for GCC to be able
to access this network folder, you must change your GCC Services to run as one of
the users who is a member of the Liver Cancer Group.
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In the second example, you have a folder on a computer in a lab that you want access
to, but you don't want anyone else to access that folder. If you create a local user
account on that computer called LocalUser, with the password “LocalPassword”,
then, you can share that folder on the network, but grant access only to LocalUser. If
you have a computer outside of that lab that has GCC installed, then you can also
create LocalUser as a local user on this second computer, with the same password,
and then change the GCC services on that second computer to run as LocalUser.
Now, if you add your network folder as a Data Root, then you should be able to have
complete access to that network folder in GCC.

Configuring GCC services

GCC services are tools that perform the functions of the software. To add a network
data share as a data root, these services need to be configured as a domain user
account, instead of a local system account.

The GCC services that need configuring include:
e GCCAuditLogger
e GCClIndexer
e GCCTaskManager
e GCCWebServer
e GCC96FS_WorkflowSvc

If on a Windows domain these need to be domain accounts. If not on a Windows
domain the share and the machine need matching account names and passwords.

Note: You can use matching local accounts on a domain, but you need to be logged
in using an account with Administrator privileges to perform this configuration.

Configuring the 1. From the Start menu, click Control Panel — Administrator Tools.
GCQ portal The Control panel opens.
services

2. Double-click the Services icon.
The Services window opens.

There are five GCC Services:

e GCCAuditLogger

e GCCindexer

¢ GCCTaskManager

e GCCWebServer

e GCC96FS_WorkflowSvc

You will need to perform steps 3 through 6 for all services.

3. Right click GCCAuditLogger (or another service you are configuring) and
select Properties.

The Properties dialog box opens.

4. Click the Log On tab.
5. Change the log on information for the service.
a. Change the service to Log on as "This account".
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Configuring GCC services

e Supply a domain user and password if on a domain.

e Supply a local account with matching username and password as the

network storage device if not.
b. Click OK.
Stop and start the service from the services dialog.

Repeat steps 3 through 6 for the other GCC services.

From the Windows Start menu, click Windows System — Control Panel.

The All Control Panel Items window opens.

Make sure the View by (upper right) is set to Small icons, then click on
Administrative Tools.

The Administrative Tools window appears.
Locate, then double-click Services.
The Services window opens (Figure 408).

Figure 408 Services window

i Services - O *
File Action View Help
e | HECcE I HE »onw
o Services (Local) ' Services (Local)
GCC Audit Logger Service Mame Description Status Startup Type Log
5L DNS Client The DNS Cli...  Running  Automatic (T.. Met
- thesenice & Downloaded Maps M Wind Automatic (D... Net
Rectart the service &} Downloaded Maps Manager indows se... utomatic (D...
£k Embedded Mode The Embed... Manual (Trig... Loc
&k Encrypting File System (EFS)  Provides th... Manual (Trig... Loc
ggsccr‘iqpt‘;o_”;_ Seri ‘) Enterprise App Managemen... Enables ent... Manual Loc
udit Logger Service h Extensible Authentication P... The Extensi... Manual Loc
Lk Fax Enables you... Manual Met
L File History Service Protects use... Manual (Trig... Loc
&k Function Discovery Provide.. The FDPHO.. Running  Manual Loc
& Function Discovery Resourc... Publishesth.. Running  Manual Loc

CC Audit Logger Service GCC Audit... FRunning Automatic

51 GCC Indexer Service GCCIndexe.. Running  Automatic
51 GCC Task Manager Service GCC Task M... Running  Automatic
5L GCC Web Service GCCWeb 5. Running  Automatic
&k Geolocation Service This service ... Running  Manual (Trig...
5k Group Policy Client The service ... Automatic (T..
‘£ HomeGroup Listener Makes local... Manual

‘& HomeGroup Provider Performs ne... Running  Manual (Trig...
£k Human Interface Device Ser... Activates an... Manual (Trig...
“ELHV Host Service Provides an ... Manual (Trig...
‘Eh Hyper-V Data Exchange Ser...  Provides a ... Manual (Trig...
£

\ Extended /(Standard /

GCC Services:

e GCCAuditLogger
e GCCindexer.

¢ GCCTaskManager
e GCCWebServer

GCC WorkflowBroadcastService: This service enables the instrument to notify

analysis applications that data is available for analysis.
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e GCC DeeplLaserService: This service enables the instrument to send
notifications and upload data to the Thermo Fisher Scientific Cloud.

4. Right-click GCC Audit Logger (or another service you are configuring) and
select Properties.

The Properties dialog box appears. (Figure 409)
5. Click the Log On tab.

Figure 409 GCC AuditLogger
Properties dialog box, Log On tab

General | Log On | Recovery | Dependencies

Log on as;

Local System account

Allow service to interact with desktop

@ This account: ppavic| Browse...

Password: ~ esesssssssessss

Confim password: ~ s#esessssssssss

Help me corfigure user account log on options.

ok | [ Caned || ey |

6. Change the log on information for the service.
a. Change the service to Log on as "This account".
b. Supply a domain user and password if on a domain.

c. Supply a local account with matching username and password as the
network storage device if not.

7. Click OK.
A message window appears stating you have been granted Log On As privileges.
8. Click OK.

A message window appears stating you must stop and restart the service to
initiate your new login appears.

9. Click OK.
The Services window appears.

10. Click to highlight the service you just modified. then Stop and Start the service
from the services dialog.

11. Repeat steps 4 through 10 for each remaining GCC service.
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Adding the network data storage as a data root

Adding the network data storage as a data root in GCC Portal

Start GCC Portal.
2. Navigate to Data — Data Roots — Add.

3. Paste the UNC path to the share into the dialog box. UNC paths follow this
format: \\servername\share. Mapped network drives should not be used
(mapped network drives are network folders that a user has mapped to a drive
letter, for example, “H:".)

Figure 410 Adding network data root

Search Files By: (Use * for wildcard) Bl Advanced Search @
HOME DATA SAMPLES ADMINISTRATION HELP
Add Data Rootd

[llc:\command_cConsoletData

(Dymy Documents New dataroot etrix.com\shares\SantaClara\Personalirallso\Command_Console\Data Add
= 1=0

4. Click Add.

Note: If you have not configured the GCC Services correctly, you will see a
warning message in the Add Data Root window. For more information on, see
"Configuring GCC services" on page 344

If you configured this correctly you should be able to view the share in the Folder
Viewer.

Figure 411 Network data root

Search Files By: (Use * for wildeard) B Advanced Search @D 2
HOME | DATA SAMPLES ADMINISTRATION HELP

Current Folder: \\shares\SantaClara\Personal'rallso\Command_Console'Data'Dr Holmes Lab [
&{ifllV\shares\santaclara\Persanall Open) (‘AddSublolder) (Rename

Dr Holmes Lab [Dr Holmes]

HEm= EEEm= b ERS] | gy Customize File filter [ snew 2 v|/Customize

Cancer [Dr Holmes]

deilllc o d_Console\Dat: .
@ ML SRS 2 Folders, 23 Files, 0 Selected | Select All Unselect All C d to Run | <S=lect s command> v
. Project Lot o -
Selected File Name el Expiration Array Name Array Folder
Name Number
-
Alzheimer
[ Alzheimear 1, Dr
Holmes
[ cancer E;‘mes
(m| Dr Wshares\SantaClara\Personalirallso\Comma
J SEcdSiHH Holmes el Holmes Lab

= - or ) \\sharas\SantaClara\Parsonalirallso\Comma
—FM Holmes fahi Holmes Lab

Di \\shares\SantaClara\Personalirallso\Comma
GCOS 1.3.ARR

| | o

Dr

Holmes SO SEED Holmes Lab

or \ishares\SantsClara\Persenaliralizo\Comma
;ﬂw Holmes 3000048 goosita Holmes Lab
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Issues

You can use the Windows Sharing and Security settings to control access to your data
when using network functionality. GCC supports setting permissions at the folder
level, not the file level, even though the Windows settings can be set at the file level.
You can change the settings for Sharing, permissions, and security for a selected file,
but you need to be very careful about setting permissions when using GCC; you could
lock yourself out of your own data or deny access to other people if the permissions
are set incorrectly.

Note: Contact your IT/CIS support for help in setting the permissions for folders and
files.

The Windows file sharing and security issues are described in further detail in:
e "General principles of security in the Command Console software", below
¢ "How do files get permissions that do not match the folder?" on page 349
e "How does Command Console show this error?" on page 349
¢ "How to avoid this issue" on page 349
¢ "How to adjust permissions for files in a folder" on page 350

General principles of security in the Command Console software

Security within Command Console can be separated into two different functional
areas:

¢ Viewing file lists in the web Ul, either from folders or from search results.
¢ File operations, such as editing or creating.

Security for viewing file lists is implemented at the folder level. If a user has read
permissions on a particular folder, Command Console will not display files within that
folder if the user does not have read permissions for those files. In addition, if the user
tries to perform various operations on those files, the operating system will not allow
it. Conversely, if the user has read permissions to several files in a folder, but does not
have read permissions on the parent folder, the files will not be displayed in the
Command Console software. In order to maintain consistent permissions on files
within the system, individual files should not have permissions set differently from their
parent folder. If this occurs due to other applications or operating system functions,
the permissions on all the files in a folder can be reset by an administrator.

When performing file operations, including editing the Sample (ARR) file, re-gridding
the Image (DAT) file, or regenerating an Intensity (CEL) file, a user may be prohibited
by the operating system if the user does not have appropriate permissions for that file.
The Command Console Ul attempts to indicate when an operation fails due to
permissions, but there are times when the operating system does not indicate why an
operation failed. If the user e10ects to be able to modify a file but cannot, and can
modify other files within the same folder, it is possible that individual files have
permissions that limit access. If this occurs, the file permissions should be checked
by an administrator and reset as necessary.
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Appendix B Windows sharing and security issues
General principles of security in the Command Console software

Under most operating conditions, the files in a folder will have the same permissions
as the folder in which they reside. However, there are particular cases when a file is
moved that may cause the file to retain certain permissions that were applied to the
file in its previous location. In this case, the file will not have the same permissions as
the new folder or the other files in the folder.

This happens to files that are moved to a new folder on the same NTFS partition on a
local hard disk. It is important to note - this is a function of the Operating System, not
Command Console.

As an example, a data folder has two subfolders, Project1 and Project2, and the
Project1 and Project2 folders have different permissions. If a user with appropriate
permissions moves a file from Project1 to Project2, the files moved to the Project2
folder may retain some of the permissions applied in the Project1 folder. If another
user who has permissions to the Project2 folder but not to the Project1 folder tries to
perform operations on these moved files, the operations may fail.
There are many conditions where this does not occur:

* Moving a file from a local hard disk to network storage (C:\data to \\storage\data)

¢ Moving a file from one folder to another on network storage (\\storage\data to
\\storage\backup)

* Moving a file from one local hard disk to another local hard disk (C:\data to
D:\data)

e Copying files from one location to another

The files or folders to which the user does not have access are not visible in the GCC
Portal pages. For example, if the user has read permission for a folder, but is denied
access to specific files in the folder, then the following files are not displayed on the
following pages:

e Folder View

e Search Results

¢ Project View

There are ways to avoid this issue that will not impact normal operations. These
include:

¢ Not setting overly restrictive permissions on shared systems, especially
Instrument Control Workstations

¢ Using network storage for the bulk of data, and applying permissions on the
network folders

e Only applying permissions on the network folders that are truly necessary
e Access data through UNC paths whenever possible
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Appendix B Windows sharing and security issues
General principles of security in the Command Console software

Set permissions for groups, as opposed to individuals, for greater simplicity.
Only restrict permissions to the degree needed, again for greater simplicity.
Set permissions at the folder level when creating data roots and projects.

Don’t use Deny permissions unless absolutely necessary, as these are more
likely. to cause a situation with conflicting entries.

Don’t restrict (deny) the “Read permissions” permission. This is needed in order
for the software to properly determine the rights the user has for a given object.
Take care when moving files that the consistency is not broken. If possible, move
files by using the WebUI Copy Project and Upload Data functions.

When permissions do get out of sync, they can be easily restored by an admin,

who can remove the conflicting ACL entries and allow the file to get its
permissions by pure inheritance.

To reset the permissions for all files and sub-folders in a folder:

Right-click on the folder in question and select Properties.
The folder’s Properties dialog box appears.

2. Click the Security tab. (Figure 412)

Figure 412 Data Properties dialog box

General Sharng Securty Previous Versions Customize
Object name:  C:\Command_Console

Group or user names:
SR SYSTEM

SR Administrators (MCGTOWIN10I0 T Administrators)
SR Users (MCGTOWIN10IO T\ Users)

To change pemissions, click Edit. g Edit..

Pemissions for Authenticated
Users Allow Deny

Full cortrol G

Modify

Read & execute

List folder contents

Read

Write hd

For special permissions or advanced settings, Advanced
click Advanced.

Cancel Apply

3. Click the Advanced button.
The Advanced Security Settings dialog box opens. (Figure 413)
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Figure 413 Advanced Settings tab

Advanced Security Settings for Command_Console O *
MName: Ch\Command_Censcle

Owner: SYSTEM W) Change

Permissions Auditing Effective Access

For additicnal information, double-click a permission entry. To modify a permission entry, select the entry and click Edit (if available).

Permission entries:

Type Principal Access Inherited from Applies to
SR Allow  Administrators (MCGTOWINT..,  Full control Ch This folder, subfelders and files
SR Allow  SYSTEM Full control Ch This folder, subfelders and files
SR Allow  Users (MCGTOWINT0IOT\Users) Read & execute Ch This folder, subfelders and files
S8 Allow  Authenticated Users Modify Ch This folder, subfelders and files
E;Change permissions View

Disable inheritance

Cancel Apply

4. Verify that the security settings are appropriate.

5. Click to select (highlight) the permission entry you want to modify, then click
Change permissions.

The following permission options appear. (Figure 414)

Figure 414 Advanced Settings tab

Advanced Security Settings for Command_Console O *
MName: Ch\Command_Censcle

Owner: SYSTEM Change

Permissions Auditing Effective Access

For additicnal information, double-click a permission entry. To modify a permission entry, select the entry and click Edit (if available).

Permission entries:

Type Principal Access Inherited from Applies to
SR Allow  Administrators (MCGTOWINT..,  Full control Ch This folder, subfelders and files
SR Allow  SYSTEM Full control Ch This folder, subfelders and files
g (MCGTOWIN10I0T\Users) Read & execute This fold ubfolders and fi
S8 Allow  Authenticated Users Modify H This folder, subfolders and files
Add Rermove View

Disable inheritance

[ Replace all child object permission entries with inheritable permission entries from this object

Cancel Apply
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6. Click the appropriate button and click the Replace all child object permission
entries... check box (if applicable), then click OK.

The following notice may appear. (Figure 415)

Figure 415 Security notice box

This will remove explicitly defined permissions an all child objects and enable propagation of inhieritabls permissions ta thoss child objscts. Only inheritable permissions propagated From Data wil

1\ take offect,

Do you wish to continue?

To replace the permission you just modified, click Yes.
Note: This will reset the permissions for all files and sub-folders of the selected
folder.
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Cell summary report

Report description

Cell summary
report
Components for
non-re-
sequencing chips

The Cell Summary Report is a tool for monitoring the performance of the hybridization
and grid alignment of arrays. The report enables you to detect problems in these steps
and compare the performance of different chips.

The Cell Summary Report uses the control features on the array. Control features are
cells with special probes; the corresponding targets are spiked into the sample
cocktail. The resulting patterns of bright and dark cells are used in grid alignment and
other processes.

In GCC the Cell Summary Report is automatically generated when CEL files are
generated for certain types of arrays. These arrays require a GRC file in the library file
set. If you generate a CEL file for one of these arrays and the GRC file is not available,
you will see an error notice.

You can learn more about the Cell Summary reports in the following sections:
¢ "Report description”
¢ "Using the cell summary report" on page 358
e "Cell summary report algorithm" on page 359

The cells that failed the analysis can be seen in the GCC Viewer when looking at the
DAT or CEL file (see "File display differences" on page 276).

The reports are placed in the data root and subfolder with the CEL file.

The cell summary report components are described in "Cell summary report
Components for non-re-sequencing chips".

The Cell Summary Reports for all types of chips except Resequencing (Expression,
Mapping, and others) provides information on the following features:

¢ Non-synthesized features
e OligoB1 features
¢ OligoB2 features

Refer to the relevant manual for the GeneChip array for more information about these
features.

Opening the Cell Summary Report
1. Open the CEL file in the GCC Viewer.
2. In the Properties box, click on the Report row.
A button appears in the Report Row. (Figure 416)
3. Click on the button to open a text display of the CELL Summary report.
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Figure 416 Cel Summary Report Section

File  WView Help

3 Search & Open... (-5 Open File...

Properties
|24

E Amay Information

B Cel

Report
B Fluidics

FReview

Ea

E Cel Summary Report

o seve | @ite |
X ﬂ @52004400662614011107401756875981.CEL 4 b %
Daaq B
3 ——
Repoit Type: Cel =
)

|#] Refresh | Pleass double click an item to open it.

Date Scanned
% B/21/2007 11:47:0

% B/26/2007 12:48:3
% B/26/2007 1:25:34

% FA13/2007 10111

ﬂ 6/26/2007 12:44:4..
ﬂ 6/26/2007 1:14.54..
ﬂ 6/26/2007 1:26:47..

ﬁ‘ 7413/2007 10:14:3.

Name Arrap Type Date Fieviewed Girid Alignment
Sublect 03 brain 2DAT  HuEw1_O-sttal  7/23/2007 451:38PM  Falledt: Failed t
Sublect U3 bran_3DAT  HuEx1_Osttal 7/24/2007 831:438M  Failed: Failed 1.
Subject_M_train 2DAT  Test3 FAT/007 317:09PM  Passed
Two_Anaps U133 2 2. HEUT334.2  7/23/2007 44756 PM  Passed
Two_Anays U133 2 1. HE-UT334 Passed
Sublect_01_bran_3DAT  Testd Passed
@5113020045754406130..  E_coli2 Passed
@5200190030614307020...  HE-U133_Plu... Passed

<

CEL Generatic 4
Mot Available
Mot Awailable
Passed

Passed

Passed

Passed

Passed

Passed v

Cell % = 1127, Cell ¥ = 751, Intsnsity = 959

The Text Editor opens with the Cell Summary Report displayed. (Figure 417)

Figure 417 Cell Summary report for Non-resequencing array

Report Header

Report
Summary

Metrics

Fieport

Cal Summary Report

\wed Jul 25 03:23,17 2007

@65200440065251 4011107401 756875981, CEL
MappingS0K,_Hind240.grc
MappinaB0K_Hind240

Feport Type:
Diate:
Filename:

GRC Filename,
Probe Aay Type

Summary
Total

Faiures
3 5588

Non-synthesized featurss:
Eiight cantol probes: 0
Dim control prabes 5

Total control features, g

8803

Faiure Rate
01%

Intensity threshold:

Median intensity of the nor-synthesized features
Median intensity of oligoB2

Median intensity of oligoB1

Mumber of nan-synthesized features that were expected to be dim but were not:

Number of probes that were sxpected to be bright but wers not
Number of probes that were expected to be dim but were not
Total number of probes faiing the thisshold test:

Total number of non-synthesized features on the anay:

Total number of available briaht probss on the airay

Total number of available dim probes on the array,

Total number of available probes on the array for the threshald test
Average intensity of the bright prabes:

Average intensity of the dim probes:

Total Grid Failures : 8

Cancel
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This report contains the following sections:

e "Report header"
e "Summary" on page 355
e "Metrics" on page 356

Report header

Fepart Type:

D ate:

Filenarne:

GRC Filenarne:
Frobe Amray Type:

Figure 418 Expression Cell Summary report: header

Cell Summary Repart

wied Jul 25 03:23:17 2007

(@5200440066267 4011107401 756875981.CEL
tapping50k,_Hind240.arc
Mappingb0k,_Hind240

The report header (Figure 418) lists basic information about the Cell Summary report:

Report Type Used to distinguish types of reports (Cell Summary Report, Algorithm Report, etc.).
Date Time and date report was generated.
Filename Input CEL data file name that was used to generate the report.

GRC Filename Name of the GRC file used to generate the report.

Probe Array Type Array type used for the CEL file.

Summary

Figure 419 Expression Cell Summary report: Summary

Surmmary

Failures Tatal Failure R ate
MHon-synthesized features: 3 et 01%
Bright control probes: 0 8611 0.0%
Dim control probes: ] 8803 01%
Total contral features: g 23032 0.0%

The Summary (Figure 419) displays information:

For the following types of features:

Non-synthesized features

Bright control probes

Dim control probes
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Total control features

The summary lists the following values:

Failures The number of features in the category that failed.
Total The total number of features in the category.

Failure Rate The percentage of features in the category that failed.

Metrics

Figure 420 Expression Cell Summary report: metrics

Intensity threshold: 71596
I edian intensity of the non-synthesized features: 714.0
tedian intensity of oligoB 2: E1775.0
tedian intensity of oligoB1: 829.0
Mumber of non-gunthesized features that were expected to be dim but were not:

MHumber of probes that were expected to be bright but were nat;

Mumber of probes that were expected to be dim but were not:

Tatal number of probes failing the threshold test:

Tatal number of non-synthezized features on the array: Lalatete]
Tatal number af available bright probes on the array: 8641
Tatal number of available dim probes on the array: 803

Tatal number of available probes on the array for the threshold test: 23032
Average intengity of the bright probes: h9R44.2
Average intenzity of the dim probes: 9651

Total Grd Failures : 8

The metrics section (Figure 420) displays additional data about the B1 and B2 oligos.
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Failed cell locations
Figure 421 Cell intensity data with failed control features masked
File  Wiew  Help
E Search & Open... ﬁ Cpen File,., o Save | -@ Help
FUDE'HBS 1 x I;.ﬁ.-l @52004400662614011107401756875981 CEL 4 b %
2| E (oD@ Q Qe |0 ox ] 3|
EAnay Information o] ~
Array 1D 9bd9775f-dddd-daed-a:
Array Mame
Barzode (@5200440066261 4011
DAT File Mame C:\Command_Conzoleh
[resign Type M apping
Frobe Aray Type | Mappingd0k_Hind240
|2 Cel B
Cel Columnsg 1600
Cel Rows 1600 i |
File 1d 00000357 26-11853589 .
File "/ersion 1 - n
Falder Location C:\Command_Conzoleh = -_ .
b aimurn Intenzity | BR534 =
Minirmum Intensity | 1
todified D ate 72842007 32317 AM
& Cel Summary Report el u
Bright features 0
Dirn features 5
Mor-synthesized fea 3 | =
Fepart Feport Type: Cel
B Fluidics ] -
E!uf!cs Eatf o ol NES) | > |_
Review 1 x
i % pemoye Selected [#] Refresh | Please double click an item ta open it.
—

Date Scanned = Mame Array Type Date Reviewed Grid Alignment CEL Generatic #
% E/21/2007 11:47:0...  Subject_03_brain_2 DAT HuEw1_0-st-tal  7/23/2007 4.51:38 PM  Failed: Failedt.. Mot Available g
% B/26/2007 12:44:4... Subject_03_brain_3.DAT HuEw-1_D-sttal  7/24/2007 8:31:434M  Failed: Failedt.. Mot Available
% B/26/2007 12:48:3... Subject_01_brain_2 DAT Testd FAT2007 317.09PM  Passed Passed
@ BAZE/2007 1:14:54.. Two_drays U1338_2 2. HGU1334 2 TAZ3/2007 44788 PM Passed Paszed
% B/Z6/2007 1:25:34. . Two_ Amaps 1338 2 1. HG-U1334 Passed Passed
% B/26/2007 1:26:47...  Subject_01_brain_3.DAT Testd Passed Passed
@ TA200710:11:1.. @5113020045754406130...  E_coli_2 Paszed Paszed
|§-| TA3/2007 10:14:3.. @5200190030614307020...  HG-U133_Plu... Paszed Pazsed ~|

£ 1l ] =]
Cell ¥ = 1129, Cell ¥ = 759, Intensity = 65534

Note: To view these probes on a DAT file, view the cell intensity display. For more

information about this option, see "Viewing failed control features" on page 277.
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Using the cell summary report

The Cell Summary report provides clues to problems in the fluidics, grid alignment,
and other issues with the cell file.

It can be used to establish a baseline for performance, which can then be used for
quality control for subsequent experiments.

Features can fail the evaluation due to sample and system issues such as:
¢ Incorrect gridding
¢ Incorrect concentration of control oligo in sample (too high or too low)
¢ Incorrect scanner arc correction
¢ Incorrect recording of the scanner pixel size
¢ |ncorrect parameters for cell file generation
¢ Debris in the sample or on the array glass
e Array defects

Rules of thumb When processing a group of samples, identify the cell files that have the largest
number of evaluation failures. This would be about ten percent of the cell files in the
group. Use the graphic display described below to examine those cell files to identify
any sample or system issues.

When processing one or two samples use the graphic display to examine those cell
files with evaluation failures greater than ten.

In the event of substantial (greater than one hundred) evaluation failures the following
guidelines may be helpful:

¢ Failures limited to mostly bright or mostly dim control probes usually indicate
debris or array defects.

e Failures limited to mostly non-synthesized features often indicate non-specific
binding and usually do not compromise any biological measurements.

e Failures spanning both bright and dim probes often indicate gridding, scanning
or other systematic issues.

The relationship between Cell Summary Report results and biological results varies
depending on the application. It is best to track these and determine trends for your
laboratory and application.
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Cell summary report algorithm

The algorithm’s goal is to use the probe design information to identify all probes that
should have high intensities and make sure they in fact have high intensities. Similarly
with the probes that should be dim. The features that fail the evaluation are totaled and
flagged to enable their graphic display.

Depending on the array/assay type, it is the target for the B1 probes that is spiked in
and in others the target for the B2 probes is used.

Thus, the first step of the algorithm is to determine which of the two probe types is
brighter overall. The median for each of the B1 and the B2 probes is determined and
if there is sufficient contrast (difference in median intensities) the probe type with the
larger median is taken to be the bright probe type.

If the contrast is insufficient an algorithm failure is reported. This kind of failure is
typically only seen in the case of gross errors—such as use of the wrong library file,
improper use of control reagents (spiking in both or neither of B1 and B2 control
reagents) or rotation of the DAT image. The threshold is the calculated midpoint (or log
midpoint) of the B1 and B2 medians.

The algorithm examines each feature. If the feature is either B1, B2, or non-
synthesized, then the intensity is compared against the threshold; otherwise, the
feature is ignored. If the feature fails the threshold, then the feature is added to the
total and the feature flagged to enable graphic display.
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Installing library files and scripts

GeneTitan library file installer

1. From the Launcher, double-click on GeneTitan Library File Installer.
The GeneTitan Library File Installer window appears. (Figure 422)

Figure 422 GeneTitan Library File Installer

£ appliedbiosysters - GeneTitan Library File Installer

GeneTitan Library File Installer will extract the selected library files into the GCC library path

Source Path: |

| Browse

Target Path: |C:"-.Command_Console"-.Liblar)’

| I Browse

[ File Name Path

Install

Close

2. Click the Source Path’s Browse button.
A Browse For Folder window appears.

3. Navigate (as you normally would) to the source location of the library files you

want to install.
4. Click Select Folder.

The available library file packages appear in the File Name and Path pane.
Note: Use the default Target path. Changing the target path is not
recommended.

Click the check box(es) adjacent to the library filename you want to install, then
click Install.

A progress bar appears.

After the installation is complete, an Installed successfully message appears.

Click OK to acknowledge the message, then close then the GeneTitan Library
File Installer window.
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7. Enter the email account the messages will be sent from in the From box.
8. Enter the email account(s) to receive the message in the To... Box
9. Enter the SMTP Server and Port information in the appropriate boxes.

Appendix D Installing library files and scripts
GeneTitan library file installer

10. You can click the Test button to send a test e-mail.

11. Select the Scanner or Fluidics tab, depending upon which instrument you want
to select messages for (Scanner or Fluidics).

The message list displays the messages you can select from. The messages
correspond to different types of failures or other conditions in the instrument, as
shown in Figure 423.

Scanner  Fluidics DataUpload

Figure 423 Message List for Scanners

D
32810
32812
32813
32814
337
33038
33039
33040
33041
33042
33043
33045
33046
33047
536900966

Al00O00O000O00O0O00O00O0O0Odo

Subject

Scan error

Scan error

Scan error

Scan error

Scan error - Low disk space
Door opened

Scanner offline
Autoloader run started
Autoloader run complete
Chip loaded

Scan started

Scan aborted

Scan complete

Rescan required

Scan error - cannot connect

Body

Error while scanning.
Cannotread or create an array file
Cannot getthe scan parameters fi
This array has already been scar
Error while scanning. Not enough
The doorwas opened during a sc
The scanner network connection
The user listed in the email startec
The autoloader run is complete.
A cartridge was loaded in the autc
A scanwas started in the autoloac
Auser aborted a scan in progress
The scanwas completed.

The autoloader doorwas openec

Cannot connectto the scanner. ch ,

>

12. Select and edit messages:

a. Select the check box next to the message ID.

b. Click in the subject or body column for the message and edit the text.
You can click the Default button to return to the original configuration.

13. Click Save to save the configuration changes.
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Library file importer

Importing from 1. From the Launcher, double-click on Library File Importer.
CD or folders The Library File Importer window appears. (Figure 422)

Figure 424 Library file importer window

@ Command Console Library File Importer - m] x

The appliedbiosystems Library File Importer imports GCOS library files into
appliedbiosystems GeneChip™ Command Console, either by reading library file parameters
from a GCOS database. or by reading parameters from a library file installer CD.

Please choose one ofthe following:
@® Import parameters from the GCOS database on this machine
O Import parameters from a GCOS server on another machine

O Import parameters from a GCOS library file package CD or folder

Command Console Library File Importer

Version: 500232

®2018 Thermo Fisher Scientific Inc. All rights reserved

appliedbiosystems and GeneChip are registered trademarks used by ThermoFisher Scientific

==

2. Click on the Import parameters from a GCOS library file package CD or folder
radio button, then click Next.

The Select Source of Library Files window appears. (Figure 425)

Figure 425 Select Source of Library Files window

& Command Console Library File Importer - m} X

Select Source of Library Files

Select CD drive or folder location of source files to import:

Select Save Location

Location to save the Applied Biosystems GeneChip Command Console library files:

C:\Command_Consale'\Library Browse

Cancel Back Next

3. Click the Browse button to select the drive location for files you want to import.
The Browse for Folder window appears.

4. Navigate to your source location as you normally would, then click OK.

5. Click the Browse button, to select a saving location for files you are importing.
The Browse for Folder window appears.
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6. Navigate to your save location as you normally would, then click OK.

Appendix D Installing library files and scripts
Library file importer

7. Atthe Library File Importer window (after your source and save locations are set),

click Next.

The Select Probe Array Types window appears (Figure 426) and displays a list of
the library files available in the selected folder or CD with their location. Duplicate

probe arrays types are grouped at the top of the list.

Figure 426 Select Probe Array Type window

‘& Command Console Library File Importer
Found all probe array types

Select Probe Array Types

- m]

Probe Amay Type
From Folders

[ CytoScanHD_Amay

[] CytoScanOptima

<

Location

YAGCC library\CD_CytoScanHD_PictureFrams\Full\CytoScanHD_4
YAGCC library\CD_CytoScanOptima_rew1\Full\Cyto ScanOptimaLib|

x

Select Al | | Unsslect Al

==

8. Click the appropriate check box or click Select All, then click Start. Click
Unselect All to deselect your checked box(es).

A Status window (Figure 427) with a progress bar appears.
9. After processing has been successfully completed, click Finish.

Note: If you have selected the same library file from two sources, a warning appears.

Click OK to return to the Select Array window, then deselect the duplicate array

package. If you have selected library files that are already installed, a Choose Library
Version window appears. Click the radio buttons to choose the appropriate versions,

then click OK.

Figure 427 Status window

Processed all probe array types

@ Command Console Library File Importer

Probe Aray Typs Status

T el Complsted

CytoScanOptima Completed

Message
Successfull imported
Successfull imported

View Log

Import Others Finish
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Fluidics script installer

1. From the Launcher, double-click on Fluidics Script Installer.

A Welcome window appears. (Figure 428)

Figure 428 Fluidics Scripts Installer

appliedbiosystems - Fluidics Script Installer

GeneChip Fluidics Scripts Installer

This application is used to install fluidics scripts for the GeneChip
Fluidics Station to be used with GeneChip Command Console
Software or GeneChip Operating Software®

Version 20 © 2018 Thermo Fisher Scientffic Inc. All rights reserved

| Next > Cancel ‘

2. Click Next.
The Select Software screen appears. (Figure 429)

Figure 429 Select Software

appliedbiosystems Fluidics Script Installer - Select Software

Please sslsct the softwars on which to install the fuidics scripts package

" Install on GensChip Command Consale (GCC)

-

The selected option wil install fiidics scripts package on GeneChip Command Censale
Software, The package will be installed in the fluidics scripts directory speofied by the
Applied Biosystems ™ GeneChip Cammand Console carnfiguration file.

3. Click Next.
The Select Directory window appears. (Figure 430)
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Fluidics script installer %‘g

sppliedbiosystems Fluidics Script Installer - Select Directory

Please select either install from directory on file system or install from Themmofisher.com. m

Installing from a directory
1. Click the radio button.
Click Browse.
Navigate to the file location as you normally would.
Click to select the protocol, then click OK.
The file location is now displayed.
Click Next.
The Select Package window appears. (Figure 431)

oo~ 6N

Installing from thermofisher.com

1. Click the radio button.
2. Enter your registered username (email) and password.
3. Click Next.

The Select Package window appears. (Figure 431)

sppliedbiosystems Fluidics Script Installer - Select Package

Please select the package to be installed and press the Next button. m
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4. Select the package you want to install, then click Next.
The Select Protocols window appears. (Figure 432)

Figure 432 Select Protocols

appliedbiosystems Fluidics Script Installer - Select Protocols

Please sslsct the protocols) to be installed on the system and press the Next button m

Protocol Name | New Version [ Version of installed Scri A | |1 saiact Al
[ CytoScan750K _Aray_450 1 1 :

[ CytoScanHD_Amay_450 Clear

1 1
[ CytoScanOptima_Aay_450 1 1
[ Cytogenetics_Aray_450 1 1
] DMET_Plus_169_v2 1 1
L] DNAamay_WS5_450 1 1
[ EukGE WS 1v4_450 4 4

] EukGE-WS2v4_450 4 4

] EukGE-WS2v5_450 5.1 5.1

[ Fs450_0001 11 11

[ Fs450_0002 11 11

[ Fs450_0003 11 11

[ Fs450_0004 1 1

[ Fs450_0005 1 1

[ F5450_0006 11 11 "
Tearn oo L L N

< Back ‘ Next > | Cancel |

5. Select the check box(es) of the protocols you want to install, then click Next.
The Summary window appears. (Figure 433)

Figure 433 Summary window

appliedbiosystems Fluidics Script Installer - Summary

The following is & summary of the package to be installed on the system w
~

Selected Fludics Scrpt
CytoScan760K_Aray_450
CytoScanHD_Amay_450
CytoScanOptima_Atay_450
Cytogenetics_Amay_450
DMET_Plus_189_v2
DNAamay VS5 450
EukGE WS 1v4 450
EUkGE-WS2v4_450
EukGEWS2v5_450
F5450_0001
FS450_0002
FS450_0003
F5450_0004
F5450_0005
F5450_0006
F5450_0007
Gerflex_Sv3_450
Gerflexv3_450
GenomeWideSNP5v1_450

SN

< Back | T het: | Comesl ‘

6. Review the information and click Next.

An Install window appears with a progress bar.

When the install is completed, the Finish window appears.
7. Click Close.

Note: If you opened the Installer through the GCC Fluidics Control Software, you must
close the software, then reopen it for the installed scripts to appear in the drop-down
lists.
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Configuring notification e-mails

GCC provides e-mail notification of problems when:
¢ Running the GCS 3000 with AutoLoader
¢ Running the FS-450 Fluidics Station
¢ Running the GeneTitan Instrument
¢ Running the Data Uploader

You will need to get information on the SMTPPort and SMTPServer from your IT
department.

Configuring the notification for GCC Fluidics control or GCC Scan control

1. In the appropriate instrument control software, click the Email button; or
From the Edit menu, select Email Messages...
The GCC Email Configuration Editor opens (Figure 434).

Figure 434 GCC Email Configuration Editor
Email Address rformiation Emai Address: Plesse erter comma separsted emai
From ‘ ‘ addresses in the "To" field. Email for fluidics and scanner
. messages will be sert to the address(s) listed in this field Test Email
SMTP Server/Port: This is the name or IP address of the
SMTP server and the port on which the SMTP email is to be Cancel
sert
SMTP Server
Scanner  Fuidics Datallpload
To enable email fora
oo Subject Body “ | | message. please select
O 32810 Scan eror Error while scanning :EE DhED‘k‘E\’X‘fDmEd in
O 32812 Scan error Cannotread or create an array file © emai E eolmn
O 32313 Scan error Cannot getthe scan parameters fi Th: Ed"“' mebssagdan dby
subject can be edite
O 32314 Scan error This array has already been scar geleldmg the
O 33017 Scan error - Low disk space Error while scanning. Not enough carresponding cel.
O 33088 Door opened The doorwas opened during a sc Whenthe
O 33039 Scanner offline The scanner network connaction | | STo/rfomnation state
occurs, the software will
O 33040 Autoloader run started The user listed in the email startec send an email ta all users
O 33041 loader run compl The autoloader run is complets. | 13 nhe "o fieldin
O 33042 Chip loaded A cartridge was loaded in the autc Information™ group bax.
O 33043 Scan started Ascanwas started in the autoloac | | 1. "Reyert to Defauk”
O 33045 Scan aborted A user aborted a scan in progress button will revert all 'T:E
O 33046 Scan complete The scanwas completed ::;fog;yﬁﬂgpgscﬁ:eﬁm
O 33047 Rescan required The autoloader doorwas openec | |tab back to the defauit
[0 536900966  Scan error - cannot connect Cannot connectto the scanner: ch ,
< > Revert to Default
2. Enter the email account the messages will be sent from in the From box.
3. Enter the email account(s) to receive the message in the To... Box
4. Enter the SMTP Server and Port information in the appropriate boxes.
5. You can click the Test button to send a test e-mail.
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6. Select the Scanner or Fluidics tab, depending upon which instrument you want
to select messages for (Scanner or Fluidics).

The message list displays the messages you can select from--they correspond

to different types of failures or other conditions in the instrument.

Scanner  Fluidics DataUpload

Figure 435 Message List for Scanners

D
32810
32812
32813
32814
337
33038
33039
33040
33041
33042
33043
33045
33046
33047
536900966

Al00O00O000O00O0O00O00O0O0Odo

Subject

Scan error

Scan error

Scan error

Scan error

Scan error - Low disk space
Door opened

Scanner offline
Autoloader run started
Autoloader run complete
Chip loaded

Scan started

Scan aborted

Scan complete

Rescan required

Scan error - cannot connect

Body

Error while scanning.
Cannotread or create an array file
Cannot getthe scan parameters fi
This array has already been scar
Error while scanning. Not enough
The doorwas opened during a sc
The scanner network connection
The user listed in the email startec
The autoloader run is complete.
A cartridge was loaded in the autc
A scanwas started in the autoloac
Auser aborted a scan in progress
The scanwas completed.

The autoloader doorwas openec

Cannot connectto the scanner. ch ,

>

~

Select and edit messages:

a. Select the check box next to the message ID.

b. Click in the subject or body column for the message and edit the text.

You can click the Default button to return to the original configuration.

8. Click Save to save the configuration changes.
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GCC log files

Log files generated by GCC

The log files are produced by different GCC components. The logs provide a record
of the tasks performed by different components, such as the migration tools and
installer.

These log files provide useful information for troubleshooting problems and may be
requested by your support person. For details on how to collect and send log files, see
"Error logs" on page 41

The following files apply to both Cartridge Systems and GeneTitan Instruments. All the
GCC log files from C:\Command_Console\Logs

The different log files include:

Systemlog.XML XML file with system information.
Workflow.log Text file with information on workflow status and history.

GCC_LibFilelmporter. log Text file with info on use of the Library File Importer.
(with date and time code)

Other GCC Files
Your support person may need the following files for troubleshooting:

1. Library files (*.PARAMS, *.MASTER, *.WORKFLOW, *.SMD, *.MEDIA) located in
C:\Command_Console\Library, excluding the large analysis library files (CDF,
PSI, GRC).

2. Provide a list of all sub folders and their contents under the library files folder
located in C:\Command_Console\Library. Please ensure there are no duplicate
library files, as these can cause problems.

3. GCC system configuration file located at
C:\Command_Console\Configuration\Calvin.System.config

4. Pending job order files located in C:\Command_Console\Jobs
5. Other GCC related information, such as:

a. The number of files under C:\Command_Console\Data, including sub
directory.

b. If the system is a networked system or a standalone system.

c. Other applications installed on the system, such as antivirus application, MS
Office, Internet Explorer versions.
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GCC log files for cartridge systems

The following files are instrument-specific log files that apply to GCS 3000/FS 450

Instruments:
fluidics.log Text file with info on Fluidics Station use
scanner.log Text file with info on Scan Control use

FS.log (with date and time code) Text file with information on the Fluidics Script
installation.

GCC log files for GeneTitan systems

Log files for the GeneTitan Instrument control processes are placed in subdirectories
of the Command Console\Logs\ folder.

Your support person may need the following files for troubleshooting:

GeneTitan Fluidics

1. C:\Command_Console\Logs\96F\
a. subdirectories named by date (e.g. Log7-29-2009)

— Collect all dated directories and contents since the GeneTitan app was
started, not just the date of the event (some logging goes into files from the
date the app started so this can be critical for us).

— Absolutely required are all the log directories from the date the run was started
to the date of the event.

2. C:\Command_Console\Logs\96F\FluidicErrorLog - all files in this directory
3. C:\Command_Console\RAP2

The main user interface to this logging structure is file is
C:\Command_Console\RAP2\RAP.html.

¢ RAP.html contains historical information (since GCC 4.3 was installed) about
what has been run on the system

e RAP.html contains links to locations within the RAP2 folder and to some
locations the standard logs found in C:\Command_Console\Logs\96F

e The logging structure supplements the standard logs found in
C:\Command_Console\Logs\96F. It does not replace it.

e The RAP2 folder is not on the 30 day log file cleaner path.

GeneTitan MC Imaging Device

1. C:\Affymetrix\GeneChipHTScanControlMC\Log - collect all dated directories
and contents since the GeneTitan app was started

2. C:\AffymetrixX\GeneChipHTScanControIMC\RunLog - collect all dated
directories and contents since the GeneTitan app was started.
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Collecting GCS3000/FS450 log files

Log files are produced by different GCC components. The logs provide a record of the
tasks performed by different components, such as the migration tools and installer.

These log files provide useful information for troubleshooting problems and may be
requested by your support person.
1. From the GCC Launcher, click Log Collector.
The Collect Logs window appears. (Figure 436)

Figure 436 Logs Files Collector window

B GeneChip Command Console Log Files Collector

2. Click on the Days drop-down to select the number of days worth of log files you
need to collect.

3. Click Collect Logs.
A Collecting logs. Please wait... message appears. (Figure 437)

To terminate a log collection in progress, click Cancel.

Figure 437 Logs Files Collector window

B GeneChip Command Console Log Files Collector

Days 7 * Cancel Collecting logs. Please wait...

After a few moments, a zip file containing your collected logs is placed onto your
Desktop for easy access.
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Using TSV files for batch editing

You can no longer download batch registration or batch editing files in TSV (Tab-
Separated-Values) format in GCC, but you can use previously created TSV files. The
format of TSV files is discussed here.

The header row in a TSV file includes special properties that define the file and the
physical array:

Path The path to where the Sample file is created. Can be used to place Sample files in
project folders.

Project The project that the Sample (ARR) file is assigned to.

Note: Specify either the Path or the Project for the files. Specifying both will
return an error message.

File Name Unique identifier for the Sampile file.
Array Name Name assigned to the array during registration.

Probe Array Part number for the array(s).
Type

Barcode Barcode on the array(s).

Attributes Additional information about the sample and experiment that you can use to
interpret your results.

Path

The path needs to be associated with a data root. You can assign a set of sample files
to a particular project if you select that project's folder in the Path field.

Note: Specify either the Path or the Project for the files. Specifying both will return an
error message.

Project

Specifying a project for the Sample file will determine the folder the Sample file is
created in.

File Name
Enter the name assigned to the Sample file to be created.
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Barcode, array name and array type

If you are using Excel, you can select the probe array type from a drop-down list

(Figure 438). The drop-down list can be disabled in Excel if you want to enter multiple
arrays for each sample.

Figure 438 List of probe
arrays in Excel spreadsheet

| E [ £ |
Probe Array TypiBarcode Sample
HG-LIT334 [~ ] Batchi
HE-LI1334 ~ Batch?
Hiz-U1338_2

HE-LI1 338 Batchd

HT_HG-U1334
MappingS0K_Hindz<
MappingS0K_xbaz4
Tests

Test3 bens s

You can also enter multiple array information into the file.

Note: You can use custom barcodes to register an array in Batch Registration.

Entering multiple arrays

1. Enter a comma-delimited list in the barcode column: FirstArrayBarcode,

SecondArrayBarcode
2. Enter a comma-delimited list in the array name column: FirstArrayName,
SecondArrayName
3. Enter a comma-delimited list in the Array Type column: FirstArrayType,
SecondArrayType
Attributes

Enter the values for the attributes in the appropriate columns.
GCC uses two types of attributes for Batch Registration:

¢ Template Attributes: Attributes that have been defined in a template. When you
select templates for the downloaded batch registration file, the array attributes in
those templates are included as headings in the batch registration file.

e User Attributes: Attributes that you add in the Batch Register file.You create a
user attribute by entering the attribute name and other characteristics in the
column header, and then entering attribute values in the appropriate cells.

Attributes need to have the following characteristics defined:
e AttributeName

e TemplateName (if any; not used for User Attributes)
e DataType

Different methods are used for defining attribute characteristics in TSV and Excel
format, as described below.

TSV format

In TSV format, all of the attribute characteristics are defined in the column header, as
shown in the template below.
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e Header format for Template Attribute:
AttributeName:TemplateName:DataType

e Header format for User Attribute: AttributeName: * :DataType
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Reconnector

Use the Reconnector to restore file associations among Drop and Scan data files
(DAT, CEL, and CHP) and a pre-registered Sample (ARR) file on the network.

The types of data and files used in GCC, the methods used to track relationships
between files, and the types of problems that can occur are described below.

The GCC software tracks:
¢ Information about the experiment, sample, and array(s)
* Probe array data
e Other information about probe array processing
GCC uses the file types to store array information and data, as shown in Figure 439.

Figure 439 File types used in GCC

Sample (ARR) File
Tissue Type B.ARR

L]

0 Physical Array Name
Tissue Type B Array 1 Grid Data (GRD) File

/’ J Tissue Type B Array 1.GRD
% Image (DAT) File
Tissue Type B Array 1.DAT \_ _’I Jpeg Image (JPG) File

Tissue Type B Array 1.JPG

E Intensity (CEL) File
Tissue Type B Array 1.CEL
N\

g Probe Intensity (CHP) File
g Tissue Type B Array1.CHP

—= Audit File
= | Tissue Type B Array 1.AUDIT

¢ Information about the sample, experiment, and physical array are collected in
Sample (ARR) files.

¢ Probe array data generated during scanning and processing are collected in Data
files of various types.
— Image Data (DAT)
— Cell Intensity Data (CEL)
— Probe Intensity Data (CHP)
Note: Array data files in GCC use the same file extensions as in GCOS, but they
are in a different format; GCOS-format array data files cannot be viewed using
GCC tools, such as the GCC Viewer. You can use DEC to convert GCOS-format
files into GCC format.
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The DAT, CEL and CHP data files all have parent-child relationships, as shown in
Figure 440.

Figure 440 File Hierarchy displayed in GCC

H I:l @51138800311229011405401149883291B.ARR (S5a
H I:l @51128800211229011406401149883294A.ARR (Sa
=5 H_DTEEt_FiIE_DL.ARR (Sample)
EIE] ] Test Flle_01 (Array)
Eiﬁﬁ DTEEt_FIlE_D]..DAT
EIEJ DTEEt_FIlE_EIl.CEL
|:| Test_Flle_01.CHP

In GCC the lineage information for probe array data files is preserved using
GUIDs, or Globally Unique Identifiers. A GUID is a number that is unique to that
file. Each sample and data file is assigned a GUID for tracking file lineage
information (Figure 441).

Figure 441

E Sample (ARR) File

File Name: Sample1.ARR
Sample1 ARR File GUID

o

Array Name: Sample1Array1

Sample1Array1 Array GUID

% Image (DAT) File(s) Iﬁ Intensity (CEL) File(s) Probe Intensity (CHP) File(s)
File Name: Sample1Array1.CHP
File Name: Sample1Array1.CEL Sample1Array1 CHP File GUID
File Name: Sample1Array1.DAT Sample1Array1 CEL File GUID Sample1Array1 CEL File GUID
Sample1Array1 DAT File GUID Sample1Array1 DAT File GUID Sample1Array1 DAT File GUID
Sample1Array1 Array GUID Sample1Array1 Array GUID >Sample1Array1 Array GUID

¢ Other files containing additional information about the probe array processing
— Info about processing the array (AUDIT)
— Sub-grid information (GRD) (only for arrays with sub-grids)
— JPEG image (JPG) (only for arrays with sub-grids?)
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Connecting files

Drop and scan There are also circumstances where you can have multiple (commonly two) sample
data files and pre- files for the same array, which is an error condition in GCC. This can happen when you
registered sample perform scans on arrays with sample (ARR) files on a network data root and a problem
files arises with the network connection.

You can create Sample (ARR) files on any data root your GCC system has access to,
including network data storage. (Figure 442)

Figure 442

Creating the Sample (ARR) File on the Network Data Root

GCC Scanner Workstation ) Network Data Storage
Windows

II = Network " [

Create a Sample (Arr) file for the sample and arrayon the Network Data Root using GCC Portal sample registration functions

Scanner Workstation Network Data Root

Data Root

|_1 Researcher Folder
[ Default Folder

Sample (ARR) File
Tissue Type B.ARR

Physical Array Name
Tissue Type B Array 1

However, you cannot create DAT files over a network connection to network data
storage; instead, the DAT files are created in the default folder on the Scanner
Workstation computer. (Figure 443)

This is done to protect the DAT file from any problems related to the networks, so that
an array can always be scanned successfully even when a network is unreliable.
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Figure 443

Scanning the Array on the Scanner Workstation

GCC Scanner Workstation

Windows Network Data Storage
= Network

<

Scan the array using the Scanner Workstation. Since GCC cannot create a DAT file over a Windows network, the DAT and CEL file will be created
on the Scanner Workstation Data Root.

r'— Scanner Workstation

Data Root Network Data Root
] Default Folder

% Image (DAT) File(s)
Tissue Type B Array 1.DAT | sample (ARR) File
1 Tissue Type B.ARR
Intensity (CEL) File( The DAT file on the Scanner Workstation Data
ZE| Tieaus Typo B Array 1.CEL Root is linked with the Sample (ARR) file on the
Network Data Root.

|_| Researcher Folder

Physical Array Name
Tissue Type B Array 1

=| Audit File
Tissue Type B Array 1.Audit

The Upload Data function can be used to automatically transfer DAT and CEL files

from the Default folder to the network data storage where the Sample ((ARR) file is
located. (Figure 444)

Upload Data is useful when you wish to consolidate data from different workstation
computers onto one network data storage site.
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Figure 444

Transferring the DAT and CEL Data with GCC Data Upload

GCC Scanner Workstation ) Network Data Storage
Windows

Network

<

Finally we move the DAT and CEL file to the same folder as the ARR file on the Network Data Root using the GCC Upload Data function

= Network Data Root

Scanner Workstation
Data Root
|_1 Researcher Folder

[ Default Folder

'i' Sample (ARR) File
Tissue Type B.ARR

Physical Array Name
Tissue Type B Array 1

1
% Image (DAT) File
Tissue Type B Array 1.DAT

Intensity (CEL) File
ﬁ Tissue Type B Array 1.CEL

=] Audit File
Tissue Type B Array 1.Audit

If the network connection between the network data root and the scanner workstation
fails during the scan, the actual scan isn’t affected. However, the links between the
Sample file on the network data root and the DAT and CEL files on the Scanner
workstation will be broken, and a a new Sample (ARR) file is created in the Scanner
Workstation default folder (with the array barcode used as a name). (Figure 445)
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Figure 445

Network Failure when Performing a Scan for an Array File
on a Network Data Root

If the Windows Network connection goes down before the scan is performed, the scan is performed as a Drop-In Scan.
A new Sample (ARR) file is created on the Scanner Workstation using the chip barcode as a name. The barcode is also used as the Physical Array

Name which is used to name the DAT and CEL files

Network Data Storage
GCC Scanner Workstation

Windows Network

El B | Connectionlost N N =N
"v— Scanner Workstation Network Data Root
Data Root
|_1 Default Folder |_1 Researcher Folder
Sample (ARR) File 'i' Sample (ARR) File
Array_Barcode.ARR Tissue Type B.ARR
i Physical Array Name
Physical Array Name Tissue Type B Array 1
Array_Barcode

Image (DAT) File(s)
Array_Barcode.DAT

Intensity (CEL) File(
Array_Barcode.CEL

T ETE T -

Audit File
Array_Barcode.Audit

In this case, you cannot use the GCC Upload Data function to transfer the array data
files to the Network Data Root. You can transfer the Sample and Data files manually,
using Windows Explorer or another tool. (Figure 446)
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Figure 446
Transferring the Drop and Scan Sample, DAT, CEL, and Audit Files

Move the Sample, DAT, and CEL files from the Scanner Workstation to the Network Data Root folder.
The sample files can be placed in the same folder since they will not have the same name.

Network Data Storage
GCC Scanner Workstation

= == WmdowslNetwork
Connection Lost

<

Network Data Root

Scanner Workstation |_1 Researcher Folder
Data Root
- Sample (ARR) File
Default Folder Sample (ARR) File :
- E Array_Barcode.ARR H Tissue Type B.ARR
Physical Array Name Physical Array Name
j Array_Barcode Tissue Type B Array 1

% Image (DAT) File(s)
Array_Barcode.DAT

Iﬁl Intensity (CEL) File(s)

Array_Barcode.CEL

=1 AuditFile
Array_Barcode.Audit

After transferring the Sample and Data files to the network data root, you can use the
Connect Drop and Scan Data Files and pre-registered ARR file function of the
Reconnect tool to associate the DAT and CEL files with the preregistered Sample File,
and to merge the sample file data from the drop and scan files. (Figure 447)

GeneChip™ Command Console™ (GCC) User Guide 381




Appendix H Reconnector [

Connecting files

Figure 447

Merging Sample (ARR) Files

Merge the Sample (arr) file and rename the data file using the special reconnect feature
Network Data Storage

GCC Scanner Workstation
_— Windows Network
Srterereress) Bl | Connection Lost [ N =N

Network Data Root

[ Researcher Folder

Scanner Workstation
Data Root [ Obsolete Folder
Sample (ARR) File
[l Default Folder f 2
Tissue Type B.ARR .i, Sample (ARR) File
Array_Barcode.ARR

Physical Array Name

Tissue Type B Array 1 ﬂ Physical Array Name
Array_Barcode

Image (DAT) File

Tissue Type B Array 1.DAT

Intensity (CEL) File
Tissue Type B Array 1.CEL

Audit File
Tissue Type B Array 1.Audit

) Bz T B
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Starting Reconnector

IMPORTANT! Allfiles to be reconnected in a particular operation must be in the same source
folder and must be in GCC format before reconnecting.

1. From the GCC Launcher, click Reconnector.
The Welcome to the Reconnector window appears. (Figure 448)

Figure 448 Welcome window

@ appliedbiosystems - Reconnectar - m} x

Welcome to the appliedbiosystems Reconnector
Please select the type of operation that you wish to perfarm.

The appliedbiosystems Reconnector is designed to enable the user to establish appropriate relationships among files in Command Console
This tool can be used to establish appropriate relationships hetween DEC imported DAT and CEL files, between DEC imported CEL
and CHP files or between the drop and scan data files (DAT, CEL and CHP) and the pre-registered ARR file as a batch operation

Caution: Please read the appliedbiosystems Reconnector User's Guide carefully before using the application.

Select an operation

® Reconnect Drap and Scan data files to pre-registered ARR (batch aperation)

(This option enables the user o recannect all of the DAT, CEL and CHP files to a pre-registered ARF file on the netwark.
Ag a part of reconnection the drop and scan ARR file will be merged with the pre-registered ARR)

Heln Cancel Mext >

The Reconnect Drop and Scan Data Files and pre-registered ARR (batch operation)
option (Figure 449) enables you to:

— Select the folder with the files you wish to merge. Please ensure that the drop
and scan ARR and associated data files (DAT, CEL, and CHP) and the pre-
registered ARR files are in the same source folder.

— Review and change the proposed relationships among the files in the folder.
— Reconnect the Drop and Scan data files with the pre-registered ARR files.

IMPORTANT! As a part of this operation the contents of the drop and scan ARR file will be
merged with the pre-registered ARR file and the DAT, CEL, and CHP files will be renamed using
the array name from the pre-registered ARR files.
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Figure 449

Batch Reconnection - Drop and Scan ARR and Pre-register ARR lﬁt‘
L

Instruction

Before beginning the operation, please ensure that the drop and scan ARR and associated data files (DAT, CEL and CHP) and
the pre-registered ARR files are in the same source folder.

Step 1: Select the source folder for the files to be reconnected. I
Step 2: Establish the proper file relationships by using either the Break and/or Join button.

Step 3: Click the reconnect button.

Step 1: Select the folder location of source files to reconnect

E:\Reconnector Data

Step 2: Establish the proper file associations by using the Break and Join button

~ Drop and Scan ARR File Pre-reaister ARR File Status
1059900121212121212121212120007.ARR | .\sample007.ARR [sample007_(Test3)]

4 i}

Display Options
[¥] Matched: 1 [¥] Unmatched: 0 [¥] Error: 0 [¥] Warning: 0

l Remove Selected ] l Break I [ Join
Cancel | [ <Back Reconnect

Merging data files associated with drop and scan ARR and pre-registered
ARR files

1. Make sure that the files you want to merge are all in the same folder, or in a sub-
folder within the folder

Selecting the folder
1. Enter the path in the select folder location box; or
2. Click Browse.
The Browse for Folder window opens.
3. Navigate to the location of the folder, click to highlight it, then click OK.

The Drop and Scan data files and pre-registered Sample (ARR) files in the folder
and its sub-folders are displayed in a file list window. (Figure 450)
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Figure 450
Step 2: Establish the proper file associations by using the Break and Jaoin button
~  DAT File CEL File Status

ADET404KMWY_PO5a.DAT

4051404k _P05a.CEL

1140640114

1406401

4| ! ] >
Display Options

Remove Selected Break hatched: 0 Unmatched: 4 Errar: 0 Warning: 0

The file list window has four columns:

Status Icon |:| Unmatched: Indicates unmatched file
g Error: Indicates naming match between incompatible files
G Matched: Indicates match between compatible files.
Warning: Indicates compatible files with tentative parent-child
connections, but some information mismatch.
Drop and Scan ARR File Sample (ARR) file created during Drop and Scan.
Pre-register ARR File Sample (ARR) file created using sample registration functions of GCC Portal.

Status Messages if files are not compatible.

IMPORTANT! Even though only the Drop and Scan ARR file is displayed in the window, the
reconnect operation will connect all the associated data files (DAT, CEL, and CHP) with the pre-
registered ARR file.
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Click the check box(es) to select/deselect (show/conceal) these different display
options:

Matched Files with tentative parent-child connections.

Unmatched Files with no tentative parent-child connections.

Error Incompatible files with tentative parent-child connections.
Warning Compatible files with tentative parent-child connections but some information
mismatch.

Use the bottom buttons to:

— Remove Selected - Remove selected/highlighted file(s).
— Break - Break current connections between files.
— Join - Join files that are not yet connected.

4. Click Filter to show a list of files that are not eligible for the merge operation.
(Figure 451)

Figure 451 Filter List

File Mame Message

L=
APre_Register_02 ARR [Pre_Register_02_{HG-U1334_2)] | Barcode doesn't match any of the drop and sc
APre_Register_03.ARR [Pre_Register_03_{HG-U1334_2)] | Barcode doesn't match any of the drop and sc

4| ! ] >

Breaking the tentative connection between two files

1. Click in the row with the files you want to break.
2. Click the Break button.
Note: You can only break connections previously joined files.

Joining two unconnected files

1. Select the files you wish to join by holding down the Ctrl key while you click on
each file. (Figure 452)
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Figure 452

Step 2: Establish the proper file associations by using the Break and Jaoin button

Drop and Scan ARR File Pre-register ARR File

Status

AW@52006500461817101308401416533701 ARR, | \Pre_Register_01 ARR [Pre_Register_01_{HG-U1334_2)]

AW@52006500461817101308401416533702 ARR, | \Pre_Register_02 ARR [Pre_Register_02_{HG-U1334_2)]

4W@51059900413526052906400976113289 ARR
. 06 10 01416 .

24 Iili

Fs
o
o
@ | \@52006500461817101308401416533703 ARR | {Pra_Register_03 ARR [Prs_Register_03_{HG-U133A_2)]
+
+
+

Display Options

Remove Selected Break Matched: 3 Unmatched: 3 Errar: 0 Warning: 0

2. Click the Join button.

Note: If the Join operation is not successful, an error message detailing the

discrepancies appears. Acknowledge the message, then click OK.

If the Join operation is successful, the new parent-child relationship is displayed

in the file list. (Figure 453)

Figure 453 Batch Reconnection window

==

Batch Reconnection - Drop and Scan ARR and Pre-register ARR

Instruction

the pre-registered ARR files are in the same source folder.
Step 1: Select the source folder for the files to be reconnected.

Step 3: Click the reconnect button.

Step 1: Select the folder location of source files to reconnect

Before beginning the operation, please ensure that the drop and scan ARR and associated data files (DAT, CEL and CHP) and

Step 2: Establish the proper file relationships by using either the Break and/or Join button.

E\Reconnector Data

Browse

Step 2: Establish the proper file associations by using the Break and Join button

~ Drop and Scan ARR File Pre-reaister ARR File

Status

\@51059900121212121212121212120007.ARR \sample007.ARR [sample007_(Test3)]

n »

l Remove Selected l ‘ Break ‘ ‘ Join
Helo

Display Options
[v] Matched: 1 [¥] Unmatched: 0 [¥] Error: 0 [¥] Warning: 0

[ Conet | <o Jrcomnet
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3. After joining is complete, click Reconnect to connect all matched files.
The Reconnect Status window appears. (Figure 454)

Batch Merge The Reconnect Status window displays the status of the different attempts at merging
Status Sample (ARR) files.

Figure 454 Reconnect Status window

Reconnect Status *
100% Update CEL fie [E:\Reconnector Data\@51059900121212121212121212120007.CEL] |7
-
=

Drop and Scan ARR File Pre-reaister ARR File
©] A@51059900121212121212121212120007.ARR | \sample007.ARR [sample007_(Test3)] Update CEL file [E:\Reconnector ||

Help Cancel <Back | Siop

The list displays the files that have had their connections changed, with the following
information:

Status Icon Unmatched: Indicates unmatched file
g Error: Indicates naming match between incompatible files
@) Matched: Indicates match between compatible files.
@ Warning: indicates compatible files with tentative parent-child connections, but
some information mismatch.
Parent File Parent file.
Child File  Child file.

Status Status of connect operation.

Click Log (bottom left) to open a file giving log information about the reconnect
operations.
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